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<120> Endogenous And Non-Endogenous, Constitutively Activated G Protein-Coupled 
Receptors 

<130> AREN-0320 

<160> 102 

<170> Patentln version 3.1 

<210> 1 

<211> 1062 

<212> DNA 

<213> Homo sapiens 

<400> 1 



atggaaacca 


acttctccat 


tcctctgaat 


gaaactgagg 


aggtgctccc 


tgagcctgct 


60 


ggccacaccg 


ttctgtggat 


cttctcattg 


ctagtccacg 


gagtcacctt 


tgtcttcggg 


120 


gtcctgggca 


atgggcttgt 


gatctgggtg 


gctggattcc 


ggatgacacg 


cacagtcaac 


180 


accatctgtt 


acctgaacct 


ggccctagct 


gacttctctt 


tcagtgccat 


cctaccattc 


240 


cgaatggtct 


cagtcgccat 


gagagaaaaa 


tggccttttg 


gctcattcct 


atgtaagtta 


300 


gttcatgtta 


tgatagacat 


caacctgttt 


gtcagtgtct 


acctgatcac 


catcattgct 


360 


ctggaccgct 


gtatttgtgt 


cctgcatcca 


gcctgggccc 


agaaccatcg 


caccatgagt 


420 


ctggccaaga 


gggtgatgac 


gggactctgg 


attttcacca 


tagtccttac 


cttaccaaat 


480 


ttcatcttct 


ggactacaat 


aagtactacg 


aatggggaca 


catactgtat 


tttcaacttt 


540 


gcattctggg 


gtgacactgc 


tgtagagagg 


ttgaacgtgt 


tcattaccat 


ggccaaggtc 


600 


tttctgatcc 


tccacttcat 


tattggcttc 


agcgtgccta 


tgtccatcat 


cacagtctgc 


660 


tatgggatca 


tcgctgccaa 


aattcacaga 


aaccacatga 


ttaaatccag 


ccgtccctta 


720 


cgtgtcttcg 


ctgctgtggt 


ggcttctttc 


ttcatctgtt 


ggttccctta 


tgaactaatt 


780 


ggcattctaa 


tggcagtctg 


gctcaaagag 


atgttgttaa 


atggcaaata 


caaaatcatt 


840 


cttgtcctga 


ttaacccaac 


aagctccttg 


gcctttttta 


acagctgcct 


caacccaatt 


900 



1 



ctctacgtct ttatgggtcg taacttccaa gaaagactga ttcgctcttt gcccactagt 960 
ttggagaggg ccctgactga ggtccctgac tcagcccaga ccagcaacac agacaccact 1020 
tctgcttcac ctcctgagga gacggagtta caagcaatgt ga 1062 

<210> 2 

<211> 353 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Glu Thr Asn Phe Ser lie Pro Leu Asn Glu Thr Glu Glu Val Leu 
15 10 15 

Pro Glu Pro Ala Gly His Thr Val Leu Trp lie Phe Ser Leu Leu Val 
20 25 30 

His Gly Val Thr Phe Val Phe Gly Val Leu Gly Asn Gly Leu Val lie 



Trp Val Ala Gly Phe Arg Met Thr Arg Thr Val Asn Thr lie Cys Tyr 
50 55 60 



Leu Asn Leu Ala Leu Ala Asp Phe Ser Phe Ser Ala lie Leu <Pro Phe 
65 70 75 80 



Arg Met Val Ser Val Ala Met Arg Glu Lys Trp Pro Phe Gly Ser Phe 
85 90 95 



Leu Cys Lys Leu Val His Val Met lie Asp lie Asn Leu Phe Val Ser 
100 105 110 



Val Tyr Leu lie Thr lie lie Ala Leu Asp Arg Cys lie Cys Val Leu 
115 120 125 



His Pro Ala Trp Ala Gin Asn His Arg Thr Met Ser Leu Ala Lys Arg 
130 135 140 



Val Met Thr Gly Leu Trp lie Phe Thr lie Val Leu Thr Leu Pro Asn 
145 150 155 160 



Phe lie Phe Trp Thr Thr lie Ser Thr Thr Asn Gly Asp Thr Tyr Cys 
165 170 175 



2 



lie Phe Asn Phe Ala Phe Trp Gly Asp Thr Ala Val Glu Arg Leu Asn 
180 185 190 



Val Phe lie Thr Met Ala Lys Val Phe Leu lie Leu His Phe lie lie 
195 200 205 



Gly Phe Ser Val Pro Met Ser He He Thr Val Cys Tyr Gly He He 
210 215 220 



Ala Ala Lys He His Arg Asn His Met He Lys Ser Ser Arg Pro Leu 
225 230 235 240 



Arg Val Phe Ala Ala Val Val Ala Ser Phe Phe He Cys Trp Phe Pro 
245 250 255 



Tyr Glu Leu He Gly He Leu Met Ala Val Trp Leu Lys Glu Met Leu 
260 265 270 



Leu Asn Gly Lys Tyr Lys He He Leu Val Leu He Asn Pro Thr Ser 
275 280 285 



Ser Leu Ala Phe Phe Asn Ser Cys Leu Asn Pro He Leu Tyr Val Phe 
290 295 300 



Met Gly Arg Asn Phe Gin Glu Arg Leu He Arg Ser Leu Pro Thr Ser 
305 310 315 320 



Leu Glu Arg Ala Leu Thr Glu Val Pro Asp Ser Ala Gin Thr Ser Asn 
325 330 335 



Thr Asp Thr Thr Ser Ala Ser Pro Pro Glu Glu Thr Glu Leu Gin Ala 
340 345 350 



<210> 3 

<211> 1029 

<212> DNA 

<213> Homo sapiens 

<400> 3 

atggcagagc atgattacca tgaagactat gggttcagca gtttcaatga cagcagccag 



3 



w 
Mi 

m 



m 
a 



gaggagcatc 


aagccttcct 


gcagttcagc 


aaggtctttc 


tgccctgcat 


gtacctggtg 


120 


gtgtttgtct 


gtggtctggt 


ggggaactct 


ctggtgctgg 


tcatatccat 


cttctaccat 


180 


aagttgcaga 


gcctgacgga 


tgtgttcctg 


gtgaacctac 


ccctggctga 


cctggtgttt 


240 


gtctgcactc 


tgcccttctg 


ggcctatgca 


ggcatccatg 


aatgggtgtt 


tggccaggtc 


300 


atgtgcaaaa 


gcctactggg 


catctacact 


attaacttct 


acacgtccat 


gctcatcctc 


360 


acctgcatca 


ctgtggatcg 


tttcattgta 


gtggttaagg 


ccaccaaggc 


ctacaaccag 


420 


caagccaaga 


ggatgacctg 


gggcaaggtc 


accagcttgc 


tcatctgggt 


gatatccctg 


480 


ctggtttcct 


tgccccaaat 


tatctatggc 


aatgtcttta 


atctcgacaa 


gctcatatgt 


540 


ggttaccatg 


acgaggcaat 


ttccactgtg 


gttcttgcca 


cccagatgac 


actggggttc 


600 


ttcttgccac 


tgctcaccat 


gattgtctgc 


tattcagtca 


taatcaaaac 


actgcttcat 


660 


gctggaggct 


tccagaagca 


cagatctcta 


aagatcatct 


tcctggtgat 


ggctgtgttc 


720 


ctgctgaccc 


agatgccctt 


caacctcatg 


aagttcatcc 


gcagcacaca 


ctgggaatac 


780 


tatgccatga 


ccagctttca 


ctacaccatc 


atggtgacag 


aggccatcgc 


atacctgagg 


840 


gcctgcctta 


accctgtgct 


ctatgccttt 


gtcagcctga 


agtttcgaaa 


gaacttctgg 


900 


aaacttgtga 


aggacattgg 


ttgcctccct 


taccttgggg 


tctcacatca 


atggaaatct 


960 


tctgaggaca 


attccaagac 


tttttctgcc 


tcccacaatg 


tggaggccac 


cagcatgttc 


1020 


cagttatag 












1029 



<210> 4 

<211> 342 

<212> PRT 

<213> Homo sapiens 

<400> 4 

Met Ala Glu His Asp Tyr His Glu Asp Tyr Gly Phe Ser Ser Phe Asn 
1 5 10 15 



Asp Ser Ser Gin Glu Glu His Gin Ala Phe Leu Gin Phe Ser Lys Val 
20 25 30 



Phe Leu Pro Cys Met Tyr Leu Val Val Phe Val Cys Gly Leu Val Gly 



Asn Ser Leu Val Leu Val lie Ser lie Phe Tyr His Lys Leu Gin Ser 
50 55 60 



4 



Leu Thr Asp Val Phe Leu Val Asn Leu Pro Leu Ala Asp Leu Val Phe 
65 70 75 80 



Val Cys Thr Leu Pro Phe Trp Ala Tyr Ala Gly lie His Glu Trp Val 



Phe Gly Gin Val Met Cys Lys Ser Leu Leu Gly lie Tyr Thr lie Asn 
100 105 110 



Phe Tyr Thr Ser Met Leu lie Leu Thr Cys lie Thr Val Asp Arg Phe 
115 120 125 



lie Val Val Val Lys Ala Thr Lys Ala Tyr Asn Gin Gin Ala Lys Arg 
130 135 140 



Met Thr Trp Gly Lys Val Thr Ser Leu Leu lie Trp Val lie Ser Leu 
145 " 150 155 160 



Leu Val Ser Leu Pro Gin lie lie Tyr Gly Asn Val Phe Asn Leu Asp 
165 170 175 



Lys Leu lie Cys Gly Tyr His Asp Glu Ala lie Ser Thr Val Val Leu 
180 185 190 



Ala Thr Gin Met Thr Leu Gly Phe Phe Leu Pro Leu Leu Thr Met lie 
195 200 205 



Val Cys Tyr Ser Val lie lie Lys Thr Leu Leu His Ala Gly Gly Phe 
210 215 220 



Gin Lys His Arg Ser Leu Lys lie lie Phe Leu Val Met Ala Val Phe 
225 230 235 240 



Leu Leu Thr Gin Met Pro Phe Asn Leu Met Lys Phe lie Arg Ser Thr 
245 250 255 



His Trp Glu Tyr Tyr Ala Met Thr Ser Phe His Tyr Thr lie Met Val 
260 265 270 



Thr Glu Ala lie Ala Tyr Leu Arg Ala Cys Leu Asn Pro Val Leu Tyr 
275 280 285 



5 



Ala Phe Val Ser Leu Lys Phe Arg Lys Asn Phe Trp Lys Leu Val Lys 
290 295 300 



m 
m 



Asp He Gly Cys Leu Pro Tyr Leu Gly Val Ser His Gin Trp Lys Ser 
305 310 315 320 



Ser Glu Asp Asn Ser Lys Thr Phe Ser Ala Ser His Asn Val Glu Ala 
325 330 335 



Thr Ser Met Phe Gin Leu 
340 



<210> 5 

<211> 1119 

<212> DNA 

<213> Homo sapiens 



<400> 



atggcctgca 


acagcacgtc 


ccttgaggct 


tacacatacc 


tgctgctgaa 


caccagcaac 


60 


gcctcagact 


cggggtccac 


ccagttgccc 


gcacccctca 


ggatctcctt 


ggccatagtg 


120 


atgctgctga 


tgaccgtggt 


ggggttcctg 


ggcaacactg 


tggtctgcat 


catcgtgtac 


180 


cagaggccgg 


ctatgcgctc 


ggccatcaac 


ctgctgctgg 


ccaccctggc 


cttctccgac 


240 


atcatgctgt 


ccctctgctg 


catgcccttc 


accgccgtca 


ccctcatcac 


cgtgcgctgg 


300 


cactttgggg 


accacttctg 


ccgcctctca 


gccacgctct 


actggttttt 


tgtcctggag 


360 


ggcgtggcca 


tcctgctcat 


catcagcgtg 


gaccgcttcc 


tcatcatcgt 


ccagcgccag 


420 


gacaagctga 


acccgcgcag 


ggccaaggtg 


atcatcgcgg 


tctcctgggt 


gctgtccttc 


480 


tgcatcgcgg 


ggccctcgct 


cacgggctgg 


acgctggtgg 


aggtgccggc 


gcgggcccca 


540 


cagtgcgtgc 


tgggctacac 


ggagctcccc 


gctgaccgcg 


catacgtggt 


caccttggtg 


600 


gtggccgtgt 


tcttcgcgcc 


ctttggcgtc 


atgctgtgcg 


cctacatgtg 


catcctcaac 


660 


acggtccgca 


agaacgccgt 


gcgcgtgcac 


aaccagtcgg 


acagcctgga 


cctgcggcag 


720 


ctcaccaggg 


cgggcctgcg 


gcgcctgcag 


cggcagcaac 


aggtcagcgt 


ggacttgagc 


780 


ttcaagacca 


aggccttcac 


caccatcctg 


atcctcttcg 


tgggcttctc 


cctctgctgg 


840 


ctgccccact 


ccgtctacag 


cctcctgtct 


gtgtttagcc 


agcgctttta 


ctgcggttcc 


900 


tccttctacg 


ccaccagcac 


ctgcgtcctg 


tggttcagtt 


acctcaagtc 


cgtcttcaac 


960 


cccatcgtct 


actgctggag 


aatcaaaaaa 


ttccgcgagg 


cctgcataga 


gttgctgccc 


1020 


cagaccttcc 


aaatcctccc 


caaagtgcct 


gagcggatcc 


gaaggagaat 


ccagccaagc 


1080 



6 



acagtatacg tgtgcaatga aaaccagtct gcggtttag 



1119 



<210> 6 

<211> 372 

<212> PRT 

<213> Homo sapiens 

<400> 6 

Met Ala Cys Asn Ser Thr Ser Leu Glu Ala Tyr Thr Tyr Leu Leu Leu 
1 5 10 15 

Asn Thr Ser Asn Ala Ser Asp Ser Gly Ser Thr Gin Leu Pro Ala Pro 
20 25 30 

Leu Arg lie Ser Leu Ala lie Val Met Leu Leu Met Thr Val Val Gly 



Phe Leu Gly Asn Thr Val Val Cys He He Val Tyr Gin Arg Pro Ala 
50 55 60 



Met Arg Ser Ala He Asn Leu Leu Leu Ala Thr Leu Ala Phe Ser Asp 
65 70 75 80 



He Met Leu Ser Leu Cys Cys Met Pro Phe Thr Ala Val Thr Leu He 
85 90 95 



Thr Val Arg Trp His Phe Gly Asp His Phe Cys Arg Leu Ser Ala Thr 
100 105 110 



Leu Tyr Trp Phe Phe Val Leu Glu Gly Val Ala He Leu Leu He He 
115 120 125 



Ser Val Asp Arg Phe Leu He He Val Gin Arg Gin Asp Lys Leu Asn 
130 ~ 135 140 



Pro Arg Arg Ala Lys Val lie lie Ala Val Ser Trp Val Leu Ser Phe 
145 150 155 160 



Cys He Ala Gly Pro Ser Leu Thr Gly Trp Thr Leu Val Glu Val Pro 
165 170 175 



Ala Arg Ala Pro Gin Cys Val Leu Gly Tyr Thr Glu Leu Pro Ala Asp 
180 185 190 
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Arg Ala Tyr Val Val Thr Leu Val Val Ala Val Phe Phe Ala Pro Phe 
195 200 205 



Gly Val Met Leu Cys Ala Tyr Met Cys lie Leu Asn Thr Val Arg Lys 
210 215 220 



Asn Ala Val Arg Val His Asn Gin Ser Asp Ser Leu Asp Leu Arg Gin 
225 230 235 240 



Leu Thr Arg Ala Gly Leu Arg Arg Leu Gin Arg Gin Gin Gin Val Ser 
245 250 255 



Val Asp Leu Ser Phe Lys Thr Lys Ala Phe Thr Thr lie Leu lie Leu 
260 " 265 270 



Phe Val Gly Phe Ser Leu Cys Trp Leu Pro His Ser Val Tyr Ser Leu 
275 280 285 



Leu Ser Val Phe Ser Gin Arg Phe Tyr Cys Gly Ser Ser Phe Tyr Ala 
290 295 300 



Thr Ser Thr Cys Val Leu Trp Phe Ser Tyr Leu Lys Ser Val Phe Asn 
305 310 " 315 320 



Pro lie Val Tyr Cys Trp Arg lie Lys Lys Phe Arg Glu Ala Cys lie 
325 330 335 



Glu Leu Leu Pro Gin Thr Phe Gin lie Leu Pro Lys Val Pro Glu Arg 
340 345 350 



lie Arg Arg Arg lie Gin Pro Ser Thr Val Tyr Val Cys Asn Glu Asn 
355 360 365 



Gin Ser Ala Val 
370 



<210> 7 

<211> 2748 

<212> DNA 

<213> Homo sapiens 



<400> 7 

atggtccagc tgaggaagct gctccgcgtc ctgactttga tgaagttccc ctgctgcgtg 



ctggaggtgc tcctgtgcgc gctggcggcg gcggcgcgcg gccaggagat gtacgccccg 120 

cactcaatcc ggatcgaggg ggacgtcacc ctcggggggc tgttccccgt gcacgccaag 180 

ggtcccagcg gagtgccctg cggcgacatc aagagggaaa acgggatcca caggctggaa 24 0 

gcgatgctct acgccctgga ccagatcaac agtgatccca acctactgcc caacgtgacg 300 

ctgggcgcgc ggatcctgga cacttgttcc agggacactt acgcgctcga acagtcgctt 360 

actttcgtcc aggcgctcat ccagaaggac acctccgacg tgcgctgcac caacggcgaa 420 

ccgccggttt tcgtcaagcc ggagaaagta gttggagtga ttggggcttc ggggagttcg 480 

gtctccatca tggtagccaa catcctgagg ctcttccaga tcccccagat tagttatgca 540 

tcaacggcac ccgagctaag tgatgaccgg cgctatgact tcttctctcg cgtggtgcca 600 

C? cccgattcct tccaagccca ggccatggta gacattgtaa aggccctagg ctggaattat 660 

o 

OS gtgtctaccc tcgcatcgga aggaagttat ggagagaaag gtgtggagtc cttcacgcag 720 

Q, atttccaaag aggcaggtgg actctgcatt gcccagtccg tgagaatccc ccaggaacgc 780 

15 aaagacagga ccattgactt tgatagaatt atcaaacagc tcctggacac ccccaactcc 840 

■U agggccgtcg tgatttttgc caacgatgag gatataaagc agatccttgc agcagccaaa 900 

rtl agagctgacc aagttggcca ttttctttgg gtgggatcag acagctgggg atccaaaata 960 

Q?! aacccactgc accagcatga agatatcgca gaaggggcca tcaccattca gcccaagcga 1020 

m gccacggtgg aagggtttga tgcctacttt acgtcccgta cacttgaaaa caacagaaga 1080 

aatgtatggt ttgccgaata ctgggaggaa aacttcaact gcaagttgac gattagtggg 1140 

tcaaaaaaag aagacacaga tcgcaaatgc acaggacagg agagaattgg aaaagattcc 1200 

aactatgagc aggagggtaa agtccagttc gtgattgacg cagtctatgc tatggctcac 1260 

gcccttcacc acatgaacaa ggatctctgt gctgactacc ggggtgtctg cccagagatg 1320 

gagcaagctg gaggcaagaa gttgctgaag tatatacgca atgttaattt caatggtagt 1380 

gctggcactc cagtgatgtt taacaagaac ggggatgcac ctgggcgtta tgacatcttt 1440 

cagtaccaga ccacaaacac cagcaacccg ggttaccgtc tgatcgggca gtggacagac 1500 

gaacttcagc tcaatataga agacatgcag tggggtaaag gagtccgaga gatacccgcc 1560 

tcagtgtgca cactaccatg taagccagga cagagaaaga agacacagaa aggaactcct 1620 

tgctgttgga cctgtgagcc ttgcgatggt taccagtacc agtttgatga gatgacatgc 1680 

cagcattgcc cctatgacca gaggcccaat gaaaatcgaa ccggatgcca ggatattccc 1740 
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atcatcaaac 


tggagtggca 


ctccccctgg 




gggatcattg 


ccaccatctt 


tgtcatggcc 




gtccgggcat 


ctgggcggga 


actcagctat 




atcatcactt 


tcctgatgat 


tgccaaacca 




ttcttgggct 


tgggtatgtg 


catcagttat 




tatcgcatat 


ttgagcaggg 


caagaaatca 




tcacaactgg 


caatcacttc 


cagtttaata 




tttggtgttg 


atccacccaa 


catcatcata 




gagcaagcca 


gaggggttct 


caagtgtgac 


5 


ggatatagca 


ttcttctcat 


ggtcacatgt 


S3 

w 


cccgagaatt 


ttaacgaagc 


caagcccatt 


tggcttgcct 


tcattccaat 


tttttttggc 




caaactacca 


cgcttacaat 


ctccatgaac 




tacatgccga 


aagtgtacat 


catcattttc 




cgaagcttca 


aggcggtagt 


cacagcagcc 




agtgacagac 


ccaacggtga 


ggcaaagacc 




cctgctgcaa 


aaaagaagta 


tgtcagttat 



<210> 8 

<211> 915 

<212> PRT 

<213> Homo sapiens 

<400> 8 

Met Val Gin Leu Arg Lys Leu Leu 
1 5 



Pro Cys Cys Val Leu Glu Val Leu 
2 0 



Arg Gly Gin Glu Met Tyr Ala Pro 
35 40 



Val Thr Leu Gly Gly Leu Phe Pro 
50 55 



gctgtgattc 


ctgtcttcct 


ggcaatgttg 


1800 


actttcatcc 


gctacaatga 


cacgcccatt 


1860 


gttcttttga 


cgggcatctt 


tctttgctac 


1920 


gatgtggcag 


tgtgttcttt 


ccggcgagtt 


1980 


gcagccctct 


tgacgaaaac 


aaatcggatt 


2040 


gtaacagctc 


ccagactcat 


aagcccaaca 


2100 


tcagttcagc 


ttctaggggt 


gttcatttgg 


2160 


gactacgatg 


aacacaagac 


aatgaaccct 


2220 


attacagatc 


tccaaatcat 


ttgctccttg 


2280 


actgtgtatg 


ccatcaagac 


tcggggtgta 


2340 


ggattcacta 


tgtacacgac 


atgtatagta 


2400 


accgctcaat 


cagcggaaaa 


gctctacata 


2460 


ctaagtgcat 


cagtggcgct 


ggggatgcta 


2520 


caccctgaac 


tcaatgtcca 


gaaacggaag 


2580 


accatgtcat 


cgaggctgtc 


acacaaaccc 


2640 


gagctctgtg 


aaaacgtaga 


cccaaacagc 


2700 


aataacctgg 


ttatctaa 




2748 



Arg Val Leu Thr Leu Met Lys Phe 
10 15 



Leu Cys Ala Leu Ala Ala Ala Ala 
25 " 30 



His Ser lie Arg He Glu Gly Asp 
45 



Val His Ala Lys Gly Pro Ser Gly 
60 
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Val Pro Cys Gly Asp lie Lys Arg Glu Asn Gly lie His Arg Leu Glu 
65 " 70 75 80 



Ala Met Leu Tyr Ala Leu Asp Gin lie Asn Ser Asp Pro Asn Leu Leu 
85 " 90 95 



Pro Asn Val Thr Leu Gly Ala Arg lie Leu Asp Thr Cys Ser Arg Asp 
100 105 110 



Thr Tyr Ala Leu Glu Gin Ser Leu Thr Phe Val Gin Ala Leu lie Gin 
115 120 125 



Lys Asp Thr Ser Asp Val Arg Cys Thr Asn Gly Glu Pro Pro Val Phe 
130 135 140 



Val Lys Pro Glu Lys Val Val Gly Val lie Gly Ala Ser Gly Ser Ser 
145 150 155 160 



Val Ser lie Met Val Ala Asn lie Leu Arg Leu Phe Gin lie Pro Gin 
165 170 175 



lie Ser Tyr Ala Ser Thr Ala Pro Glu Leu Ser Asp Asp Arg Arg Tyr 
180 185 190 



Asp Phe Phe Ser Arg Val Val Pro Pro Asp Ser Phe Gin Ala Gin Ala 
195 " 200 205 



Met Val Asp lie Val Lys Ala Leu Gly Trp Asn Tyr Val Ser Thr Leu 
210 ' 215 220 



Ala Ser Glu Gly Ser Tyr Gly Glu Lys Gly Val Glu Ser Phe Thr Gin 
225 230 235 240 



lie Ser Lys Glu Ala Gly Gly Leu Cys lie Ala Gin Ser Val Arg lie 
245 250 255 



Pro Gin Glu Arg Lys Asp Arg Thr lie Asp Phe Asp Arg lie lie Lys 
260 265 270 



Gin Leu Leu Asp Thr Pro Asn Ser Arg Ala Val Val He Phe Ala Asn 
275 280 285 
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Asp Glu Asp lie Lys Gin lie Leu Ala Ala Ala Lys Arg Ala Asp Gin 
290 1 * 295 300 



Val Gly His Phe Leu Trp Val Gly Ser Asp Ser Trp Gly Ser Lys lie 
305 310 315 320 



Asn Pro Leu His Gin His Glu Asp lie Ala Glu Gly Ala lie Thr lie 
325 330 335 



Gin Pro Lys Arg Ala Thr Val Glu Gly Phe Asp Ala Tyr Phe Thr Ser 
340 345 350 



Arg Thr Leu Glu Asn Asn Arg Arg Asn Val Trp Phe Ala Glu Tyr Trp 

355 360 365 



Glu Glu Asn Phe Asn Cys Lys Leu Thr lie Ser Gly Ser Lys Lys Glu 
370 375 380 



Asp Thr Asp Arg Lys Cys Thr Gly Gin Glu Arg lie Gly Lys Asp Ser 
385 ' 390 395 400 



Asn Tyr Glu Gin Glu Gly Lys Val Gin Phe Val lie Asp Ala Val Tyr 
405 410 415 



Ala Met Ala His Ala Leu His His Met Asn Lys Asp Leu Cys Ala Asp 
420 425 430 



Tyr Arg Gly Val Cys Pro Glu Met Glu Gin Ala Gly Gly Lys Lys Leu 
435 440 445 



Leu Lys Tyr lie Arg Asn Val Asn Phe Asn Gly Ser Ala Gly Thr Pro 
450 455 460 



Val Met Phe Asn Lys Asn Gly Asp Ala Pro Gly Arg Tyr Asp lie Phe 
465 470 475 480 



Gin Tyr Gin Thr Thr Asn Thr Ser Asn Pro Gly Tyr Arg Leu lie Gly 
485 490 495 



Gin Trp Thr Asp Glu Leu Gin Leu Asn lie Glu Asp Met Gin Trp Gly 
500 505 510 



Lys Gly Val Arg Glu lie Pro Ala Ser Val Cys Thr Leu Pro Cys Lys 
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515 



520 



525 



Pro Gly Gin Arg Lys Lys Thr Gin Lys Gly Thr Pro Cys Cys Trp Thr 
530 535 540 

Cys Glu Pro Cys Asp Gly Tyr Gin Tyr Gin Phe Asp Glu Met Thr Cys 
545 ' 550 555 560 



Gin His Cys Pro Tyr Asp Gin Arg Pro Asn Glu Asn Arg Thr Gly Cys 
565 570 575 



Gin Asp He Pro He He Lys Leu Glu Trp His Ser Pro Trp Ala Val 
580 585- 590 



He Pro Val Phe Leu Ala Met Leu Gly He He Ala Thr He Phe Val 
595 600 605 



Met Ala Thr Phe He Arg Tyr Asn Asp Thr Pro He Val Arg Ala Ser 
610 615 620 



Gly Arg Glu Leu Ser Tyr Val Leu Leu Thr Gly He Phe Leu Cys Tyr 
625 630 635 640 



He He Thr Phe Leu Met He Ala Lys Pro Asp Val Ala Val Cys Ser 
645 650 655 



Phe Arg Arg Val Phe Leu Gly Leu Gly Met Cys He Ser Tyr Ala Ala 

660 665 670 



Leu Leu Thr Lys Thr Asn Arg lie Tyr Arg He Phe Glu Gin Gly Lys 

675 680 685 



Lys Ser Val Thr Ala Pro Arg Leu He Ser Pro Thr Ser Gin Leu Ala 
690 695 700 



He Thr Ser Ser Leu He Ser Val Gin Leu Leu Gly Val Phe He Trp 
705 710 715 720 



Phe Gly Val Asp Pro Pro Asn lie He He Asp Tyr Asp Glu His Lys 
725 730 735 



Thr Met Asn Pro Glu Gin Ala Arg Gly Val Leu Lys Cys Asp He Thr 
740 745 750 
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Asp Leu Gin lie lie Cys Ser Leu Gly Tyr Ser lie Leu Leu Met Val 
755 760 765 



Thr Cys Thr Val Tyr Ala lie Lys Thr Arg Gly Val Pro Glu Asn Phe 
770 lib 780 



Asn Glu Ala Lys Pro lie Gly Phe Thr Met Tyr Thr Thr Cys lie Val 
785 790 795 800 



Trp Leu Ala Phe lie Pro lie Phe Phe Gly Thr Ala Gin Ser Ala Glu 
805 810 815 



Lys Leu Tyr lie Gin Thr Thr Thr Leu Thr lie Ser Met Asn Leu Ser 
820 825 830 



p Ala Ser Val Ala Leu Gly Met Leu Tyr Met Pro Lys Val Tyr lie lie 
If 835 840 845 

I 

3 lie Phe His Pro Glu Leu Asn Val Gin Lys Arg Lys Arg Ser Phe Lys 

Q 850 855 860 

fl 

m 

UZ Ala Val Val Thr Ala Ala Thr Met Ser Ser Arg Leu Ser His Lys Pro 
JlJ 865 870 875 880 

Si 

Ser Asp Arg Pro Asn Gly Glu Ala Lys Thr Glu Leu Cys Glu Asn Val 
885 890 895 



Asp Pro Asn Ser Pro Ala Ala Lys Lys Lys Tyr Val Ser Tyr Asn Asn 
900 905 910 



Leu Val lie 
915 



<210> 9 

<211> 1842 

<212> DNA 

<213> Homo sapiens 

<400> 9 

atgcgagccc cgggcgcgct tctcgcccgc atgtcgcggc tactgcttct gctactgctc 60 

aaggtgtctg cctcttctgc cctcggggtc gcccctgcgt ccagaaacga aacttgtctg 120 

ggggagagct gtgcacctac agtgatccag cgccgcggca gggacgcctg gggaccggga 18 0 
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Q 

hi 



aattctgcaa 


gagacgttct 


gcgagcccga 


gcacccaggg 


aggagcaggg 


ggcagcgttt 


240 


cttgcgggac 


cctcctggga 


cctgccggcg 


gccccgggcc 


gtgacccggc 


tgcaggcaga 


300 


ggggcggagg 


cgtcggcagc 


cggacccccg 


ggacctccaa 


ccaggccacc 


tggcccctgg 


360 


aggtggaaag 


gtgctcgggg 


tcaggagcct 


tctgaaactt 


tggggagagg 


gaaccccacg 


420 


gccctccagc 


tcttccttca 


gatctcagag 


gaggaagaga 


agggtcccag 


aggcgctggc 


480 


atttccgggc 


gtagccagga 


gcagagtgtg 


aagacagtcc 


ccggagccag 


cgatcttttt 


540 


tactggccaa 


ggagagccgg 


gaaactccag 


ggttcccacc 


acaagcccct 


gtccaagacg 


600 


gccaatggac 


tggcggggca 


cgaagggtgg 


acaattgcac 


tcccgggccg 


ggcgctggcc 


660 


cagaatggat 


ccttgggtga 


aggaatccat 


gagcctgggg 


gtccccgccg 


gggaaacagc 


720 


acgaaccggc 


gtgtgagact 


gaagaacccc 


ttctacccgc 


tgacccagga 


gtcctatgga 


780 


gcctacgcgg 


tcatgtgtct 


gtccgtggtg 


atcttcggga 


ccggcatcat 


tggcaacctg 


840 


gcggtgatgt 


gcatcgtgtg 


ccacaactac 


tacatgcgga 


gcatctccaa 


ctccctcttg 


900 


gccaacctgg 


ccttctggga 


ctttctcatc 


atcttcttct 


gccttccgct 


ggtcatcttc 


960 


cacgagctga 


ccaagaagtg 


gctgctggag 


gacttctcct 


gcaagatcgt 


gccctatata 


1020 


gaggtcgctt 


ctctgggagt 


caccaccttc 


accttatgtg 


ctctgtgcat 


agaccgcttc 


1080 


cgtgctgcca 


ccaacgtaca 


gatgtactac 


gaaatgatcg 


aaaactgttc 


ctcaacaact 


1140 


gccaaacttg 


ctgttatatg 


ggtgggagct 


ctattgttag 


cacttccaga 


agttgttctc 


1200 


cgccagctga 


gcaaggagga 


tttggggttt 


agtggccgag 


ctccggcaga 


aaggtgcatt 


1260 


attaagatct 


ctcctgattt 


accagacacc 


atctatgttc 


tagccctcac 


ctacgacagt 


1320 


gcgagactgt 


ggtggtattt 


tggctgttac 


ttttgtttgc 


ccacgctttt 


caccatcacc 


1380 


tgctctctag 


tgactgcgag 


gaaaatccgc 


aaagcagaga 


aagcctgtac 


ccgagggaat 


1440 


aaacggcaga 


ttcaactaga 


gagtcagatg 


aactgtacag 


tagtggcact 


gaccatttta 


1500 


tatggatttt 


gcattattcc 


tgaaaatatc 


tgcaacattg 


ttactgccta 


catggctaca 


1560 


ggggtttcac 


agcagacaat 


ggacctcctt 


aatatcatca 


gccagttcct 


tttgttcttt 


1620 


aagtcctgtg 






tgtctctgca 


aacccttcag 


tcgggccttc 


1680 


atggagtgct 


gctgctgttg 


ctgtgaggaa 


tgcattcaga 


agtcttcaac 


ggtgaccagt 


1740 


gatgacaatg 


acaacgagta 


caccacggaa 


ctcgaactct 


cgcctttcag 


taccatacgc 


1800 


cgtgaaatgt 


ccacttttgc 


ttctgtcgga 


actcattgct 


ga 




1842 
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a 

u 



<210> 10 

<211> 613 

<212> PRT 

<213> Homo sapiens 

<400> 10 

Met Arg Ala Pro Gly Ala Leu Leu Ala Arg Met Ser Arg Leu Leu Leu 



Leu Leu Leu Leu Lys Val Ser Ala Ser Ser Ala Leu Gly Val Ala Pro 
20 25 30 



Ala Ser Arg Asn Glu Thr Cys Leu Gly Glu Ser Cys Ala Pro Thr Val 
35 40 45 



lie Gin Arg Arg Gly Arg Asp Ala Trp Gly Pro Gly Asn Ser Ala Arg 
50 55 60 



Oi Asp Val Leu Arg Ala Arg Ala Pro Arg Glu Glu Gin Gly Ala Ala Phe 
n| 65 70 75 80 

S Leu Ala Gly Pro Ser Trp Asp Leu Pro Ala Ala Pro Gly Arg Asp Pro 

« 8 5 90 95 

m 

m. 

C3 Ala Ala Gly Arg Gly Ala Glu Ala Ser Ala Ala Gly Pro Pro Gly Pro 
TO 100 105 110 

Pro Thr Arg Pro Pro Gly Pro Trp Arg Trp Lys Gly Ala Arg Gly Gin 
115 120 125 

Glu Pro Ser Glu Thr Leu Gly Arg Gly Asn Pro Thr Ala Leu Gin Leu 
130 135 140 

Phe Leu Gin lie Ser Glu Glu Glu Glu Lys Gly Pro Arg Gly Ala Gly 
145 150 155 160 

lie Ser Gly Arg Ser Gin Glu Gin Ser Val Lys Thr Val Pro Gly Ala 
165 170 175 



Ser Asp Leu Phe Tyr Trp Pro Arg Arg Ala Gly Lys Leu Gin Gly Ser 
180 185 190 



His His Lys Pro Leu Ser Lys Thr Ala Asn Gly Leu Ala Gly His Glu 
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195 



200 



205 



Gly Trp Thr lie Ala Leu Pro Gly Arg Ala Leu Ala Gin Asn Gly Ser 
210 215 220 



Leu Gly Glu Gly lie His Glu Pro Gly Gly Pro Arg Arg Gly Asn Ser 
225 230 235 240 



Thr Asn Arg Arg Val Arg Leu Lys Asn Pro Phe Tyr Pro Leu Thr Gin 
245 250 255 



Glu Ser Tyr Gly Ala Tyr Ala Val Met Cys Leu Ser Val Val lie Phe 
260 ' 265 270 



Gly Thr Gly lie lie Gly Asn Leu Ala Val Met Cys lie Val Cys His 
275 280 285 



Asn Tyr Tyr Met Arg Ser lie Ser Asn Ser Leu Leu Ala Asn Leu Ala 
290 295 300 



Phe Trp Asp Phe Leu lie lie Phe Phe Cys Leu Pro Leu Val lie Phe 
305 310 315 320 



His Glu Leu Thr Lys Lys Trp Leu Leu Glu Asp Phe Ser Cys Lys lie 

325 330 335 



Val Pro Tyr He Glu Val Ala Ser Leu Gly Val Thr Thr Phe Thr Leu 
340 345 350 



Cys Ala Leu Cys He Asp Arg Phe Arg Ala Ala Thr Asn Val Gin Met 

355 360 365 



Tyr Tyr Glu Met He Glu Asn Cys Ser Ser Thr Thr Ala Lys Leu Ala 
370 375 380 



Val He Trp Val Gly Ala Leu Leu Leu Ala Leu Pro Glu Val Val Leu 
385 390 395 400 



Arg Gin Leu Ser Lys Glu Asp Leu Gly Phe Ser Gly Arg Ala Pro Ala 
405 410 415 



Glu Arg Cys He He Lys He Ser Pro Asp Leu Pro Asp Thr He Tyr 
420 425 430 
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Val Leu Ala Leu Thr Tyr Asp Ser Ala Arg Leu Trp Trp Tyr Phe Gly 
435 440 445 



Cys Tyr Phe Cys Leu Pro Thr Leu Phe Thr lie Thr Cys Ser Leu Val 
450 455 460 



Thr Ala Arg Lys lie Arg Lys Ala Glu Lys Ala Cys Thr Arg Gly Asn 
465 ' 470 475 480 



Lys Arg Gin He Gin Leu Glu Ser Gin Met Asn Cys Thr Val Val Ala 
485 490 495 



Leu Thr He Leu Tyr Gly Phe Cys He He Pro Glu Asn He Cys Asn 
500 505 510 



He Val Thr Ala Tyr Met Ala Thr Gly Val Ser Gin Gin Thr Met Asp 
515 520 525 



Leu Leu Asn He He Ser Gin Phe Leu Leu Phe Phe Lys Ser Cys Val 
530 535 540 



Thr Pro Val Leu Leu Phe Cys Leu Cys Lys Pro Phe Ser Arg Ala Phe 

545 550 555 560 



Met Glu Cys Cys Cys Cys Cys Cys Glu Glu Cys He Gin Lys Ser Ser 
565 570 575 



Thr Val Thr Ser Asp Asp Asn Asp Asn Glu Tyr Thr Thr Glu Leu Glu 
580 ' ~ 585 590 



Leu Ser Pro Phe Ser Thr He Arg Arg Glu Met Ser Thr Phe Ala Ser 
595 600 605 



Val Gly Thr His Cys 
610 



<210> 11 

<211> 1086 

<212> DNA 

<213> Homo sapiens 

<400> 11 

atgtcccctg aatgcgcgcg ggcagcgggc gacgcgccct tgcgcagcct ggagcaagcc 
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aaccgcaccc gctttccctt cttctccgac gtcaagggcg accaccggct ggtgctggcc 120 

I; gcggtggaga caaccgtgct ggtgctcatc tttgcagtgt cgctgctggg caacgtgtgc 18 0 

gccctggtgc tggtggcgcg ccgacgacgc cgcggcgcga ctgcctgcct ggtactcaac 240 

ctcttctgcg cggacctgct cttcatcagc gctatccctc tggtgctggc cgtgcgctgg 300 

actgaggcct ggctgctggg ccccgttgcc tgccacctgc tcttctacgt gatgaccctg 360 

agcggcagcg tcaccatcct cacgctggcc gcggtcagcc tggagcgcat ggtgtgcatc 420 

gtgcacctgc agcgcggcgt gcggggtcct gggcggcggg cgcgggcagt gctgctggcg 480 

ctcatctggg gctattcggc ggtcgccgct ctgcctctct gcgtcttctt tcgagtcgtc 540 

ccgcaacggc tccccggcgc cgaccaggaa atttcgattt gcacactgat ttggcccacc 600 

attcctggag agatctcgtg ggatgtctct tttgttactt tgaacttctt ggtgccagga 660 

P ctggtcattg tgatcagtta ctccaaaatt ttacagatca caaaggcatc aaggaagagg 720 

h$ ctcacggtaa gcctggccta ctcggagagc caccagatcc gcgtgtccca gcaggacttc 780 

afj cggctcttcc gcaccctctt cctcctcatg gtctccttct tcatcatgtg gagccccatc 840 

m atcatcacca tcctcctcat cctgatccag aacttcaagc aagacctggt catctggccg 900 

y tccctcttct tctgggtggt ggccttcaca tttgctaatt cagccctaaa ccccatcctc 960 

!U tacaacatga cactgtgcag gaatgagtgg aagaaaattt tttgctgctt ctggttccca 1020 

Q gaaaagggag ccattttaac agacacatct gtcaaaagaa atgacttgtc gattatttct 1080 

ggctaa 1086 

<210> 12 
<211> 361 
<212> PRT 
<213> Unknown 

<220> 

<223> Novel Sequence 
<400> 12 

Met Ser Pro Glu Cys Ala Arg Ala Ala Gly Asp Ala Pro Leu Arg Ser 



Leu Glu Gin Ala Asn Arg Thr Arg Phe Pro Phe Phe Ser Asp Val Lys 
20 25 30 

Gly Asp His Arg Leu Val Leu Ala Ala Val Glu Thr Thr Val Leu Val 
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35 



40 



45 



Leu lie Phe Ala Val Ser Leu Leu Gly Asn Val Cys Ala Leu Val Leu 



Val Ala Arg Arg Arg Arg Arg Gly Ala Thr Ala Cys Leu Val Leu Asn 



Leu Phe Cys Ala Asp Leu Leu Phe lie Ser Ala lie Pro Leu Val Leu 



Ala Val Arg Trp Thr Glu Ala Trp Leu Leu Gly Pro Val Ala Cys His 
100 105 110 



Leu Leu Phe Tyr Val Met Thr Leu Ser Gly Ser Val Thr lie Leu Thr 
115 120 125 



Leu Ala Ala Val Ser Leu Glu Arg Met Val Cys lie Val His Leu Gin 
130 135 140 



Arg Gly Val Arg Gly Pro Gly Arg Arg Ala Arg Ala Val Leu Leu Ala 
145 " 150 155 160 



Leu lie Trp Gly Tyr Ser Ala Val Ala Ala Leu Pro Leu Cys Val Phe 
165 170 175 



Phe Arg Val Val Pro Gin Arg Leu Pro Gly Ala Asp Gin Glu lie Ser 
180 185 190 



lie Cys Thr Leu lie Trp Pro Thr lie Pro Gly Glu lie Ser Trp Asp 
195 200 205 



Val Ser Phe Val Thr Leu Asn Phe Leu Val Pro Gly Leu Val lie Val 
210 215 220 



lie Ser Tyr Ser Lys lie Leu Gin lie Thr Lys Ala Ser Arg Lys Arg 
225 ~ 230 235 240 



Leu Thr Val Ser Leu Ala Tyr Ser Glu Ser His Gin lie Arg Val Ser 
245 250 255 



Gin Gin Asp Phe Arg Leu Phe Arg Thr Leu Phe Leu Leu Met Val Ser 
260 265 270 
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Phe Phe He Met Trp Ser Pro lie He He Thr He Leu Leu He Leu 
275 " 280 285 



He Gin Asn Phe Lys Gin Asp Leu Val He Trp Pro Ser Leu Phe Phe 

290 295 300 

Trp Val Val Ala Phe Thr Phe Ala Asn Ser Ala Leu Asn Pro He Leu 
305 310 315 320 

Tyr Asn Met Thr Leu Cys Arg Asn Glu Trp Lys Lys He Phe Cys Cys 
325 330 335 

Phe Trp Phe Pro Glu Lys Gly Ala He Leu Thr Asp Thr Ser Val Lys 
340 345 350 

Arg Asn Asp Leu Ser He He Ser Gly 



<210> 13 

<211> 1212 

<212> DNA 

<213> Homo sapiens 

<400> 13 

atggcttgca atggcagtgc ggccaggggg cactttgacc ctgaggactt gaacctgact 60 

gacgaggcac tgagactcaa gtacctgggg ccccagcaga cagagctgtt catgcccatc 120 

tgtgccacat acctgctgat cttcgtggtg ggcgctgtgg gcaatgggct gacctgtctg 180 

gtcatcctgc gccacaaggc catgcgcacg cctaccaact actacctctt cagcctggcc 240 

gtgtcggacc tgctggtgct gctggtgggc ctgcccctgg agctctatga gatgtggcac 300 

aactacccct tcctgctggg cgttggtggc tgctatttcc gcacgctact gtttgagatg 360 

gtctgcctgg cctcagtgct caacgtcact gccctgagcg tggaacgcta tgtggccgtg 420 

gtgcacccac tccaggccag gtccatggtg acgcgggccc atgtgcgccg agtgcttggg 480 

gccgtctggg gtcttgccat gctctgctcc ctgcccaaca ccagcctgca cggcatccgg 540 

cagctgcacg tgccctgccg gggcccagtg ccagactcag ctgtttgcat gctggtccgc 600 

ccacgggccc tctacaacat ggtagtgcag accaccgcgc tgctcttctt ctgcctgccc 660 

atggccatca tgagcgtgct ctacctgctc attgggctgc gactgcggcg ggagaggctg 720 

ctgctcatgc aggaggccaa gggcaggggc tctgcagcag ccaggtccag atacacctgc 7 80 
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aggctccagc agcacgatcg gggccggaga caagtgacca agatgctgtt tgtcctggtc 
gtggtgtttg gcatctgctg ggccccgttc cacgccgacc gcgtcatgtg gagcgtcgtg 
tcacagtgga cagatggcct gcacctggcc ttccagcacg tgcacgtcat ctccggcatc 
ttcttctacc tgggctcggc ggccaacccc gtgctctata gcctcatgtc cagccgcttc 
cgagagacct tccaggaggc cctgtgcctc ggggcctgct gccatcgcct cagaccccgc 
cacagctccc acagcctcag caggatgacc acaggcagca ccctgtgtga tgtgggctcc 
ctgggcagct gggtccaccc cctggctggg aacgatggcc cagaggcgca gcaagagacc 
gatccatcct ga 



<210> 14 

<211> 403 

<212> PRT 

<213> Homo sapiens 

<400> 14 

Met Ala Cys Asn Gly Ser Ala Ala Arg Gly His Phe Asp Pro Glu Asp 
15 10 15 



Leu Asn Leu Thr Asp Glu Ala Leu Arg Leu Lys Tyr Leu Gly Pro Gin 
20 25 30 



Gin Thr Glu Leu Phe Met Pro lie Cys Ala Thr Tyr Leu Leu lie Phe 
35 40 45 



Val Val Gly Ala Val Gly Asn Gly Leu Thr Cys Leu Val lie Leu Arg 
50 55 60 



His Lys Ala Met Arg Thr Pro Thr Asn Tyr Tyr Leu Phe Ser Leu Ala 
65 70 75 80 



Val Ser Asp Leu Leu Val Leu Leu Val Gly Leu Pro Leu Glu Leu Tyr 
85 90 95 



Glu Met Trp His Asn Tyr Pro Phe Leu Leu Gly Val Gly Gly Cys Tyr 
100 105 110 



Phe Arg Thr Leu Leu Phe Glu Met Val Cys Leu Ala Ser Val Leu Asn 
115 120 125 
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Val Thr Ala Leu Ser Val Glu Arg Tyr Val Ala Val Val His Pro Leu 
130 135 140 



Gin Ala Arg Ser Met Val Thr Arg Ala His Val Arg Arg Val Leu Gly 
145 150 155 160 



Ala Val Trp Gly Leu Ala Met Leu Cys Ser Leu Pro Asn Thr Ser Leu 
165 170 175 



His Gly He Arg Gin Leu His Val Pro Cys Arg Gly Pro Val Pro Asp 
180 185 190 



Ser Ala Val Cys Met Leu Val Arg Pro Arg Ala Leu Tyr Asn Met Val 
195 200 205 



Val Gin Thr Thr Ala Leu Leu Phe Phe Cys Leu Pro Met Ala He Met 
210 215 220 



Ser Val Leu Tyr Leu Leu He Gly Leu Arg Leu Arg Arg Glu Arg Leu 
225 ~ 230 235 240 



Leu Leu Met Gin Glu Ala Lys Gly Arg Gly Ser Ala Ala Ala Arg Se 
245 250 255 



Arg Tyr Thr Cys Arg Leu Gin Gin His Asp Arg Gly Arg Arg Gin Val 
260 265 270 



Thr Lys Met Leu Phe Val Leu Val Val Val Phe Gly lie Cys Trp Ala 
275 280 285 



Pro Phe His Ala Asp Arg Val Met Trp Ser Val Val Ser Gin Trp Thr 
290 295 300 



Asp Gly Leu His Leu Ala Phe Gin His Val His Val He Ser Gly He 
305 ~ 310 315 320 



Phe Phe Tyr Leu Gly Ser Ala Ala Asn Pro Val Leu Tyr Ser Leu Met 
325 330 335 



Ser Ser Arg Phe Arg Glu Thr Phe Gin Glu Ala Leu Cys Leu Gly Ala 
340 345 350 



Cys Cys His Arg Leu Arg Pro Arg His Ser Ser His Ser Leu Ser Arg 
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355 



360 



365 



Met Thr Thr Gly Ser Thr Leu Cys Asp Val Gly Ser Leu Gly Ser Trp 
370 375 380 



Val His Pro Leu Ala Gly Asn Asp Gly Pro Glu Ala Gin Gin Glu Thr 
385 390 395 400 



Asp Pro Ser 



<210> 15 

<211> 930 

<212> DNA 

<213> Homo sapiens 



<400> 15 

Cfi atgaatggca cctacaacac ctgtggctcc agcgacctca cctggccccc agcgatcaag 



Ull 

j*a ctgggcttct acgcctactt gggcgtcctg ctggtgctag gcctgctgct caacagcctg 
m gcgctctggg tgttctgctg ccgcatgcag cagtggacgg agacccgcat ctacatgacc 



120 
180 

L aacctggcgg tggccgacct ctgcctgctg tgcaccttgc ccttcgtgct gcactccctg 240 
;jj cgagacacct cagacacgcc gctgtgccag ctctcccagg gcatctacct gaccaacagg 300 
P tacatgagca tcagcctggt cacggccatc gccgtggacc gctatgtggc cgtgcggcac 360 

o 

flf ccgctgcgtg cccgcgggct gcggtccccc aggcaggctg cggccgtgtg cgcggtcctc 420 
tgggtgctgg tcatcggctc cctggtggct cgctggctcc tggggattca ggagggcggc 480 
ttctgcttca ggagcacccg gcacaatttc aactccatgc ggttcccgct gctgggattc 540 
tacctgcccc tggccgtggt ggtcttctgc tccctgaagg tggtgactgc cctggcccag 
aggccaccca ccgacgtggg gcaggcagag gccacccgca aggctgcccg catggtctgg 
gccaacctcc tggtgttcgt ggtctgcttc ctgcccctgc acgtggggct gacagtgcgc 720 
ctcgcagtgg gctggaacgc ctgtgccctc ctggagacga tccgtcgcgc cctgtacata 780 
accagcaagc tctcagatgc caactgctgc ctggacgcca tctgctacta ctacatggcc 840 
aaggagttcc aggaggcgtc tgcactggcc gtggctcccc gtgctaaggc ccacaaaagc 
caggactctc tgtgcgtgac cctcgcctaa 

<210> 16 
<211> 309 
<212> PRT 



600 
660 



900 
930 
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<213> Homo sapiens 



Met Asn Gly Thr Tyr Asn Thr Cys Gly Ser Ser Asp Leu Thr Trp Pro 
15 10 15 



Pro Ala lie Lys Leu Gly Phe Tyr Ala Tyr Leu Gly Val Leu Leu Val 
20 25 30 



Leu Gly Leu Leu Leu Asn Ser Leu Ala Leu Trp Val Phe Cys Cys Arg 
35 40 45 



Met Gin Gin Trp Thr Glu Thr Arg lie Tyr Met Thr Asn Leu Ala Val 
50 ~ 55 60 



■Q Ala Asp Leu Cys Leu Leu Cys Thr Leu Pro Phe Val Leu His Ser Leu 
O 65 70 75 80 

U Arg Asp Thr Ser Asp Thr Pro Leu Cys Gin Leu Ser Gin Gly lie Tyr 
85 90 95 

m 

l. Leu Thr Asn Arg Tyr Met Ser He Ser Leu Val Thr Ala He Ala Val 
Q 100 105 no 

nil 

m 

m Asp Arg Tyr Val Ala Val Arg His Pro Leu Arg Ala Arg Gly Leu Arg 
Q ' H5 120 125 

ill 

Ser Pro Arg Gin Ala Ala Ala Val Cys Ala Val Leu Trp Val Leu Val 
130 135 140 

He Gly Ser Leu Val Ala Arg Trp Leu Leu Gly He Gin Glu Gly Gly 
145 150 155 160 

Phe Cys Phe Arg Ser Thr Arg His Asn Phe Asn Ser Met Arg Phe Pro 
165 170 175 

Leu Leu Gly Phe Tyr Leu Pro Leu Ala Val Val Val Phe Cys Ser Leu 
180 185 190 

Lys Val Val Thr Ala Leu Ala Gin Arg Pro Pro Thr Asp Val Gly Gin 
195 200 205 

Ala Glu Ala Thr Arg Lys Ala Ala Arg Met Val Trp Ala Asn Leu Leu 
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□ 
m 



Val Phe Val Val Cys Phe Leu Pro Leu His Val Gly Leu Thr Val Arg 
225 230 235 240 



Leu Ala Val Gly Trp Asn Ala Cys Ala Leu Leu Glu Thr lie Arg Arg 
245 250 255 



Ala Leu Tyr lie Thr Ser Lys Leu Ser Asp Ala Asn Cys Cys Leu Asp 
260 265 270 ■ 



Ala lie Cys Tyr Tyr Tyr Met Ala Lys Glu Phe Gin Glu Ala Ser Ala 
275 280 285 



Leu Ala Val Ala Pro Arg Ala Lys Ala His Lys Ser Gin Asp Ser Leu 
290 295 300 



Cys Val Thr Leu Ala 
305 



<210> 17 

<211> 1446 

<212> DNA 

<213> Homo sapiens 

<400> 17 

atgcggtggc tgtggcccct ggctgtctct cttgctgtga ttttggctgt ggggctaagc 

agggtctctg ggggtgcccc cctgcacctg ggcaggcaca gagccgagac ccaggagcag 

cagagccgat ccaagagggg caccgaggat gaggaggcca agggcgtgca gcagtatgtg 



60 
120 
180 



cctgaggagt gggcggagta cccccggccc attcaccctg ctggcctgca gccaaccaag 240 
cccttggtgg ccaccagccc taaccccgac aaggatgggg gcaccccaga cagtgggcag 
gaactgaggg gcaatctgac aggggcacca gggcagaggc tacagatcca gaaccccctg 
tatccggtga ccgagagctc ctacagtgcc tatgccatca tgcttctggc gctggtggtg 
tttgcggtgg gcattgtggg caacctgtcg gtcatgtgca tcgtgtggca cagctactac 
ctgaagagcg cctggaactc catccttgcc agcctggccc tctgggattt tctggtcctc 540 
tttttctgcc tccctattgt catcttcaac gagatcacca agcagaggct actgggtgac 600 
gtttcttgtc gtgccgtgcc cttcatggag gtctcctctc tgggagtcac gactttcagc 660 
ctctgtgccc tgggcattga ccgcttccac gtggccacca gcaccctgcc caaggtgagg 720 



300 
360 
420 
480 
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cccatcgagc ggtgccaatc catcctggcc aagttggctg tcatctgggt gggctccatg 780 
acgctggctg tgcctgagct cctgctgtgg cagctggcac aggagcctgc ccccaccatg 840 
ggcaccctgg actcatgcat catgaaaccc tcagccagcc tgcccgagtc cctgtattca 
ctggtgatga cctaccagaa cgcccgcatg tggtggtact ttggctgcta cttctgcctg 
cccatcctct tcacagtcac ctgccagctg gtgacatggc gggtgcgagg ccctccaggg 
aggaagtcag agtgcagggc cagcaagcac gagcagtgtg agagccagct caacagcacc 
gtggtgggcc tgaccgtggt ctacgccttc tgcaccctcc cagagaacgt ctgcaacatc 1140 
gtggtggcct acctctccac cgagctgacc cgccagaccc tggacctcct gggcctcatc 
aaccagttct ccaccttctt caagggcgcc atcaccccag tgctgctcct ttgcatctgc 
aggccgctgg gccaggcctt cctggactgc tgctgctgct gctgctgtga ggagtgcggc 
ggggcttcgg aggcctctgc tgccaatggg tcggacaaca agctcaagac cgaggtgtcc 



o 

Op tcttccatct acttccacaa gcccagggag tcacccccac tcctgcccct gggcacacct 
U tgctga 



" <210> 18 

L <211> 481 

D <212> PRT 

Hi <213> Homo sapiens 

fjf <400> 18 

5= Met Arg Trp Leu Trp Pro Leu Ala Val Ser Leu Ala Val lie Leu Ala 

19 1 5 10 15 

Val Gly Leu Ser Arg Val Ser Gly Gly Ala Pro Leu His Leu Gly Arg 



His Arg Ala Glu Thr Gin Glu Gin Gin Ser Arg Ser Lys Arg Gly Thr 
35 40 45 

Glu Asp Glu Glu Ala Lys Gly Val Gin Gin Tyr Val Pro Glu Glu Trp 



Ala Glu Tyr Pro Arg Pro He His Pro Ala Gly Leu Gin Pro Thr Lys 
65 70 75 80 



Pro Leu Val Ala Thr Ser Pro Asn Pro Asp Lys Asp Gly Gly Thr Pro 
85 90 95 



900 
960 
1020 
1080 



1200 
1260 
1320 
1380 
1440 
1446 



27 



Asp Ser Gly Gin Glu Leu Arg Gly Asn Leu Thr Gly Ala Pro Gly Gin 
100 105 110 



Arg Leu Gin lie Gin Asn Pro Leu Tyr Pro Val Thr Glu Ser Ser Tyr 
115 120 125 



Ser Ala Tyr Ala lie Met Leu Leu Ala Leu Val Val Phe Ala Val Gly 
130 135 140 



lie Val Gly Asn Leu Ser Val Met Cys lie Val Trp His Ser Tyr Tyr 
145 150 155 160 



Leu Lys Ser Ala Trp Asn Ser lie Leu Ala Ser Leu Ala Leu Trp Asp 
165 170 175 



Phe Leu Val Leu Phe Phe Cys Leu Pro lie Val, lie Phe Asn Glu He 
180 185 190 



Thr Lys Gin Arg Leu Leu Gly Asp Val Ser Cys Arg Ala Val Pro Phe 
195 200 205 



Met Glu Val Ser Ser Leu Gly Val Thr Thr Phe Ser Leu Cys Ala Leu 
210 215 220 



Gly He Asp Arg Phe His Val Ala Thr Ser Thr Leu Pro Lys Val Arg 
225 230 235 240 



Pro lie Glu Arg Cys Gin Ser lie Leu Ala Lys Leu Ala Val lie Trp 
245 250 255 



Val Gly Ser Met Thr Leu Ala Val Pro Glu Leu Leu Leu Trp Gin Leu 
260 265 270 



Ala Gin Glu Pro Ala Pro Thr Met Gly Thr Leu Asp Ser Cys He Met 

275 280 285 



Lys Pro Ser Ala Ser Leu Pro Glu Ser Leu Tyr Ser Leu Val Met Thr 
290 295 300 



Tyr Gin Asn Ala Arg Met Trp Trp Tyr Phe Gly Cys Tyr Phe Cys Leu 
305 310 315 320 



28 



Pro He Leu Phe Thr Val Thr Cys Gin Leu Val Thr Trp Arg Val Arg 
325 330 335 



Gly Pro Pro Gly Arg Lys Ser Glu Cys Arg Ala Ser Lys His Glu Gin 
340 " 345 350 



Cys Glu Ser Gin Leu Asn Ser Thr Val Val Gly Leu Thr Val Val Tyr 
355 360 365 



Ala Phe Cys Thr Leu Pro Glu Asn Val Cys Asn He Val Val Ala Tyr 
370 375 380 



Leu Ser Thr Glu Leu Thr Arg Gin Thr Leu Asp Leu Leu Gly Leu He 
385 390 395 400 



Asn Gin Phe Ser Thr Phe Phe Lys Gly Ala He Thr Pro Val Leu Leu 
405 410 415 



Leu Cys He Cys Arg Pro Leu Gly Gin Ala Phe Leu Asp Cys Cys Cys 
420 425 430 



Cys Cys Cys Cys Glu Glu Cys Gly Gly Ala Ser Glu Ala Ser Ala Ala 
4 35 4 40 4 45 



Asn Gly Ser Asp Asn Lys Leu Lys Thr Glu Val Ser Ser Ser He Tyr 
450 455 460 



Phe His Lys Pro Arg Glu Ser Pro Pro Leu Leu Pro Leu Gly Thr Pro 



<210> 19 

<211> 29 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 19 

aaagattcag gtgtgggaag atggaaacc 



<210> 20 



29 



<212> DNA 
<213> Unknown 

<220> 

<223> Novel Sequence 
<400> 20 

aaaggatccc cgacctcaca ttgcttgta 



<210> 21 

<211> 30 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 21 

caggaattca tcagaacaga caccatggca 



<210> 22 

<211> 31 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 22 

gcaggatcca gagcagtttt ttcgaaaccc t 



<210> 23 

<211> 33 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 23 

tccaagcttc aagggtctct ccacgatggc ctg 



<210> 24 

<211> 33 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 



<400> 24 

tgcgaattct ctgtggcccc ctgaccccct aaa 



<210> 25 

<211> 36 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 25 

ggtaagctta ccatggcctg caacagcacg tccctt 



<210> 26 

<211> 33 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 26 

gacgaattca accgcagact ggttttcatt gca 



<210> 27 

<211> 33 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 27 

gcaagcttgt gccctcacca agccatgcga gcc 



<210> 28 

<211> 30 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 28 

cggaattcag caatgagttc cgacagaagc 



<210> 29 

<211> 37 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 



<400> 29 

accatggctt gcaatggcag tgcggccagg gggcact 



<210> 30 

<211> 39 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 30 

cgaccaggac aaacagcatc ttggtcactt gtctccggc 



<210> 31 

<211> 39 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 31 

gaccaagatg ctgtttgtcc tggtcgtggt gtttggcat 



<210> 32 

<211> 35 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 32 

cggaattcag gatggatcgg tctcttgctg cgcct 



<210> 33 

<211> 30 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 33 

gcgaattccg gctccctgtg ctgccccagg 



<210> 34 

<211> 30 

<212> DNA 

<213> Unknown 



32 



<220> 

<223> Novel Sequence 
<400> 34 

gcggatcccg gagcccccga gacctggccc 



<210> 35 

<211> 31 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 35 

ctggaattct cctgctcatc cagccatgcg g 



<210> 36 

<211> 30 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 36 

cctggatccc cacccctact ggggcctcag 



<210> 37 

<211> 29 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 37 

tccagccgtc ccaaacgtgt cttcgctgc 



<210> 38 

<211> 31 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 38 

ctccttcggt cctcctatcg ttgtcagaag t 



<210> 39 



<211> 33 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 39 

cagaagcaca gatcaaaaaa gatcatcttc ctg 



<210> 40 

<211> 31 

<212> DNA 

<213> Unknown 

<220> 

<22 3> Novel Sequence 

<400> 40 

acaggaatca cagccgaggg ggagtgccac t 



<210> 41 

<211> 32 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 41 

tgtgttcttt ccggcatgtt ttcttgggct tg 



<210> 42 

<211> 32 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 42 

caagcccaag aaaacatgcc ggaaagaaca ca 



<210> 43 

<211> 33 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 



<400> 43 

ctcatggtca catgttgtgt gtatgccatc aag 



<211> 33 
<212> DNA 
<213> Unknown 



<220> 

<223> Novel Sequence 
<400> 44 

cttgatggca tacacacaac atgtgaccat gag 



<210> 45 

<211> 34 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 45 

acgaagccaa gcccaaggga ttcactatgt acac 



<210> 46 

<211> 34 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 46 

gtgtacatag tgaatccctt gggcttggct ccgt 



<210> 47 

<211> 35 

<212> DNA 

<213> Unknown 

<220> 

<22 3> Novel Sequence 

<400> 47 

gtcaccacct ttcacccgat gtgctctgtg catag 



<210> 48 

<211> 35 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 



ctatgcacag agcacatcgg gtgaaaggtg gtgac 



<210> 49 

<211> 36 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 49 

ccttttgttc tttaagtcct atgtcacccc agtcct 



<210> 50 

<211> 36 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 50 

aggactgggg tgacatagga cttaaagaac aaaagg 



<210> 51 

<211> 31 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 51 

atgtggagcc ccatcttcat caccatcctc c 



<210> 52 

<211> 31 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 52 

ggaggatggt gatgaagatg gggctccaca t 



<210> 53 

<211> 33 

<212> DNA 

<213> Unknown 



<220> 

<223> Novel Sequence 
<400> 53 

gccgcggtca gcctgaatcg catggtgtgc ate 



<210> 54 

<211> 33 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 54 

gatgcacacc atgegattea ggctgaccgc ggc 



<210> 55 

<211> 29 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 55 

ggceggagae aagtgaaaag atgctgttt 



<210> 56 

<211> 30 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 56 

aaacagcatc tttttcactt gtctccggcc 



<210> 57 

<211> 27 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 57 

gagagecage tcaagagcac cgtggtg 



<210> 58 



<212> DNA 
<213> Unknown 



<220> 

<223> Novel Sequence 
<400> 58 

ctccttcggt cctcctatcg ttgtcagaag t 



<210> 59 

<211> 31 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 59 

agtggcactc cccctcggct gtgattcctg t 



<210> 60 

<211> 30 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 60 

gccacccgca aggctaaacg catggtctgg 



<210> 61 

<211> 31 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 61 

ctccttcggt cctcctatcg ttgtcagaag t 



<210> 62 

<211> 1062 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 62 

atggaaacca acttctccat tcctctgaat gaaactgagg aggtgctccc tgagcctgct 



38 





ggccacaccg 


ttctgtggat 


cttctcattg 


ctagtccacg 


gagtcacctt 


tgtcttcggg 


120 




gtcctgggca 


atgggcttgt 


gatctgggtg 


gctggattcc 


ggatgacacg 


cacagtcaac 


180 




accatctgtt 


acctgaacct 


ggccctagct 


gacttctctt 


tcagtgccat 


cctaccattc 


240 




cgaatggtct 


cagtcgccat 


gagagaaaaa 


tggccttttg 


gctcattcct 


atgtaagtta 


300 




gttcatgtta 


tgatagacat 


caacctgttt 


gtcagtgtct 


acctgatcac 


catcattgct 


360 




ctggaccgct 


gtatttgtgt 


cctgcatcca 


gcctgggccc 


agaaccatcg 


caccatgagt 


420 




ctggccaaga 


gggtgatgac 


gggactctgg 


attttcacca 


tagtccttac 


cttaccaaat 


480 




ttcatcttct 


ggactacaat 


aagtactacg 


aatggggaca 


catactgtat 


tttcaacttt 


540 


i!i 

a 

m 


gcattctggg 


gtgacactgc 


tgtagagagg 


ttgaacgtgt 


tcattaccat 


ggccaaggtc 


600 


tttctgatcc 


tccacttcat 


tattggcttc 


agcgtgccta 


tgtccatcat 


cacagtctgc 


660 


tatgggatca 


tcgctgccaa 


aattcacaga 


aaccacatga 


ttaaatccag 


ccgtcccaaa 


720 




cgtgtcttcg 


ctgctgtggt 


ggcttctttc 


ttcatctgtt 


ggttccctta 


tgaactaatt 


780 


fjjn 


ggcattctaa 


tggcagtctg 


gctcaaagag 


atgttgttaa 


atggcaaata 


caaaatcatt 


840 


7' 


cttgtcctga 


ttaacccaac 


aagctccttg 


gcctttttta 


acagctgcct 


caacccaatt 


900 




ctctacgtct 


ttatgggtcg 


taacttccaa 


gaaagactga 


ttcgctcttt 


gcccactagt 


960 




ttggagaggg 


ccctgactga 


ggtccctgac 


tcagcccaga 


ccagcaacac 


agacaccact 


1020 


Ea 
v 


tctgcttcac 


ctcctgagga 


gacggagtta 


caagcaatgt 


ga 




1062 



<210> 63 

<211> 353 

<212> PRT 

<213> Unknown 

<220> 

<223> Novel Seguence 
<400> 63 

Met Glu Thr Asn Phe Ser lie Pro Leu Asn Glu Thr Glu Glu Val Leu 
15 10 15 



Pro Glu Pro Ala Gly His Thr Val Leu Trp lie Phe Ser Leu Leu Val 
20 25 30 



His Gly Val Thr Phe Val Phe Gly Val Leu Gly Asn Gly Leu Val lie 
35 40 45 



39 



Trp Val Ala Gly Phe Arg Met Thr Arg Thr Val Asn Thr lie Cys Tyr 
50 55 60 



Leu Asn Leu Ala Leu Ala Asp Phe Ser Phe Ser Ala lie Leu Pro Phe 



Arg Met Val Ser Val Ala Met Arg Glu Lys Trp Pro Phe Gly Ser Phe 
85 90 95 



Leu Cys Lys Leu Val His Val Met lie Asp lie Asn Leu Phe Val Ser 
100 105 110 



Val Tyr Leu lie Thr lie lie Ala Leu Asp Arg Cys lie Cys Val Leu 
115 120 125 



His Pro Ala Trp Ala Gin Asn His Arg Thr Met Ser Leu Ala Lys Arg 
130 135 140 



Val Met Thr Gly Leu Trp lie Phe Thr lie Val Leu Thr Leu Pro Asn 
145 150 155 160 



Phe lie Phe Trp Thr Thr lie Ser Thr Thr Asn Gly Asp Thr Tyr Cys 

165 170 175 



lie Phe Asn Phe Ala Phe Trp Gly Asp Thr Ala Val Glu Arg Leu Asn 
180 185 190 



Val Phe He Thr Met Ala Lys Val Phe Leu He Leu His Phe He He 
195 200 205 



Gly Phe Ser Val Pro Met Ser He He Thr Val Cys Tyr Gly He He 
210 215 220 



Ala Ala Lys He His Arg Asn His Met He Lys Ser Ser Arg Pro Lys 
225 230 235 240 



Arg Val Phe Ala Ala Val Val Ala Ser Phe Phe He Cys Trp Phe Pro 
245 250 255 



Tyr Glu Leu He Gly He Leu Met Ala Val Trp Leu Lys Glu Met Leu 
260 265 270 



40 



Leu Asn Gly Lys Tyr Lys lie lie Leu Val Leu lie Asn Pro Thr Ser 
275 280 285 



Ser Leu Ala Phe Phe Asn Ser Cys Leu Asn Pro lie Leu Tyr Val Phe 
290 295 300 

Met Gly Arg Asn Phe Gin Glu Arg Leu lie Arg Ser Leu Pro Thr Ser 
305 310 315 320 

Leu Glu Arg Ala Leu Thr Glu Val Pro Asp Ser Ala Gin Thr Ser Asn 
325 330 335 

Thr Asp Thr Thr Ser Ala Ser Pro Pro Glu Glu Thr Glu Leu Gin Ala 
340 345 350 

Met 

<210> 64 
<211> 1029 
<212> DNA 
<213> Unknown 

<220> 

<223> Novel Sequence 
<400> 64 



atggcagagc 


atgattacca 


tgaagactat 


gggttcagca 


gtttcaatga 


cagcagccag 


60 


gaggagcatc 


aagccttcct 


gcagttcagc 


aaggtctttc 


tgccctgcat 


gtacctggtg 


120 


gtgtttgtct 


gtggtctggt 


ggggaactct 


ctggtgctgg 


tcatatccat 


cttctaccat 


180 


aagttgcaga 


gcctgacgga 


tgtgttcctg 


gtgaacctac 


ccctggctga 


cctggtgttt 


240 


gtctgcactc 


tgcccttctg 


ggcctatgca 


ggcatccatg 


aatgggtgtt 


tggccaggtc 


300 


atgtgcaaaa 


gcctactggg 


catctacact 


attaacttct 


acacgtccat 


gctcatcctc 


360 


acctgcatca 


ctgtggatcg 


tttcattgta 


gtggttaagg 


ccaccaaggc 


ctacaaccag 


420 


caagccaaga 


ggatgacctg 


gggcaaggtc 


accagcttgc 


tcatctgggt 


gatatccctg 


480 


ctggtttcct 


tgccccaaat 


tatctatggc 


aatgtcttta 


atctcgacaa 


gctcatatgt 


540 


ggttaccatg 


acgaggcaat 


ttccactgtg 


gttcttgcca 


cccagatgac 


actggggttc 


600 


ttcttgccac 


tgctcaccat 


gattgtctgc 


tattcagtca 


taatcaaaac 


actgcttcat 


660 


gctggaggct 


tccagaagca 


cagatcaaaa 


aagatcatct 


tcctggtgat 


ggctgtgttc 


720 



41 



ctgctgaccc agatgccctt caacctcatg aagttcatcc gcagcacaca ctgggaatac 780 

tatgccatga ccagctttca ctacaccatc atggtgacag aggccatcgc atacctgagg 840 

gcctgcctta accctgtgct ctatgccttt gtcagcctga agtttcgaaa gaacttctgg 900 

aaacttgtga aggacattgg ttgcctccct taccttgggg tctcacatca atggaaatct 960 

tctgaggaca attccaagac tttttctgcc tcccacaatg tggaggccac cagcatgttc 1020 

cagttatag 1029 

<210> 65 

<211> 342 

<212> PRT 

<213> Unknown 

<220> 

§=- <223> Novel Sequence 

13 

□ <400> 65 

Si 

Met Ala Glu His Asp Tyr His Glu Asp Tyr Gly Phe Ser Ser Phe Asn 
U 1 5 10 15 



m 
m 



Asp Ser Ser Gin Glu Glu His Gin Ala Phe Leu Gin Phe Ser Lys Val 



nil 

p[{ Phe Leu Pro Cys Met Tyr Leu Val Val Phe Val Cys Gly Leu Val Gly 

0! 35 40 45 

0 
fl 

Asn Ser Leu Val Leu Val lie Ser lie Phe Tyr His Lys Leu Gin Ser 
50 55 60 



Leu Thr Asp Val Phe Leu Val Asn Leu Pro Leu Ala Asp Leu Val Phe 

65 70 75 ' 80 



Val Cys Thr Leu Pro Phe Trp Ala Tyr Ala Gly He His Glu Trp Val 



Phe Gly Gin Val Met Cys Lys Ser Leu Leu Gly He Tyr Thr He Asn 
100 105 110 



Phe Tyr Thr Ser Met Leu He Leu Thr Cys He Thr Val Asp Arg Phe 
115 120 125 



He Val Val Val Lys Ala Thr Lys Ala Tyr Asn Gin Gin Ala Lys Arg 

130 135 140 



42 



Met Thr Trp Gly Lys Val Thr Ser Leu Leu lie Trp Val lie Ser Leu 
145 150 155 160 



Leu Val Ser Leu Pro Gin lie lie Tyr Gly Asn Val Phe Asn Leu Asp 
165 170 175 



Lys Leu lie Cys Gly Tyr His Asp Glu Ala He Ser Thr Val Val Leu 
180 185 190 



Ala Thr Gin Met Thr Leu Gly Phe Phe Leu Pro Leu Leu Thr Met He 
195 200 205 



Val Cys Tyr Ser Val He He Lys Thr Leu Leu His Ala Gly Gly Phe 
210 215 220 



Gin Lys His Arg Ser Lys Lys He He Phe Leu Val Met Ala Val Phe 
225 230 235 240 



Leu Leu Thr Gin Met Pro Phe Asn Leu Met Lys Phe He Arg Ser Thr 
245 250 255 



His Trp Glu Tyr Tyr Ala Met Thr Ser Phe His Tyr Thr He Met Val 
260 265 * 270 



Thr Glu Ala He Ala Tyr Leu Arg Ala Cys Leu Asn Pro Val Leu Tyr 
275 280 285 



Ala Phe Val Ser Leu Lys Phe Arg Lys Asn Phe Trp Lys Leu Val Lys 

290 295 300 



Asp He Gly Cys Leu Pro Tyr Leu Gly Val Ser His Gin Trp Lys Ser 
305 310 315 320 



Ser Glu Asp Asn Ser Lys Thr Phe Ser Ala Ser His Asn Val Glu Ala 
325 330 335 



Thr Ser Met Phe Gin Leu 
340 



<210> 66 
<211> 2748 
<212> DNA 



43 



<213> Unknown 
<220> 

<223> Novel Sequence 
<400> 66 

atggtccagc tgaggaagct gctccgcgtc 
ctggaggtgc tcctgtgcgc gctggcggcg 
cactcaatcc ggatcgaggg ggacgtcacc 
ggtcccagcg gagtgccctg cggcgacatc 
gcgatgctct acgccctgga ccagatcaac 
ctgggcgcgc ggatcctgga cacttgttcc 
H : actttcgtcc aggcgctcat ccagaaggac 

o 

O ccgccggttt tcgtcaagcc ggagaaagta 

Ki 

y gtctccatca tggtagccaa catcctgagg 

^ tcaacggcac ccgagctaag tgatgaccgg 

y;? cccgattcct tccaagccca ggccatggta 

P gtgtctaccc tcgcatcgga aggaagttat 

PI atttccaaag aggcaggtgg actctgcatt 

Oft 

f;| aaagacagga ccattgactt tgatagaatt 
agggccgtcg tgatttttgc caacgatgag 
agagctgacc aagttggcca ttttctttgg 
aacccactgc accagcatga agatatcgca 
gccacggtgg aagggtttga tgcctacttt 
aatgtatggt ttgccgaata ctgggaggaa 
tcaaaaaaag aagacacaga tcgcaaatgc 
aactatgagc aggagggtaa agtccagttc 
gcccttcacc acatgaacaa ggatctctgt 
gagcaagctg gaggcaagaa gttgctgaag 
gctggcactc cagtgatgtt taacaagaac 
cagtaccaga ccacaaacac cagcaacccg 
gaacttcagc tcaatataga agacatgcag 



ctgactttga tgaagttccc ctgctgcgtg 60 

gcggcgcgcg gccaggagat gtacgccccg 120 

ctcggggggc tgttccccgt gcacgccaag 180 

aagagggaaa acgggatcca caggctggaa 240 

agtgatccca acctactgcc caacgtgacg 300 

agggacactt acgcgctcga acagtcgctt 360 

acctccgacg tgcgctgcac caacggcgaa 4 20 

gttggagtga ttggggcttc ggggagttcg 480 

ctcttccaga tcccccagat tagttatgca 54 0 

cgctatgact tcttctctcg cgtggtgcca 600 

gacattgtaa aggccctagg ctggaattat 660 

ggagagaaag gtgtggagtc cttcacgcag 720 

gcccagtccg tgagaatccc ccaggaacgc 780 
atcaaacagc tcctggacac ccccaactcc 840 
gatataaagc agatccttgc agcagccaaa 900 
gtgggatcag acagctgggg atccaaaata 960 

gaaggggcca tcaccattca gcccaagcga 1020 

acgtcccgta cacttgaaaa caacagaaga 1080 

aacttcaact gcaagttgac gattagtggg 1140 

acaggacagg agagaattgg aaaagattcc 1200 

gtgattgacg cagtctatgc tatggctcac 1260 

gctgactacc ggggtgtctg cccagagatg 1320 

tatatacgca atgttaattt caatggtagt 1380 

ggggatgcac ctgggcgtta tgacatcttt 1440 

ggttaccgtc tgatcgggca gtggacagac 1500 

tggggtaaag gagtccgaga gatacccgcc 1560 



44 



tcagtgtgca cactaccatg taagccagga cagagaaaga agacacagaa aggaactcct 1620 

tgctgttgga cctgtgagcc ttgcgatggt taccagtacc agtttgatga gatgacatgc 1680 

cagcattgcc cctatgacca gaggcccaat gaaaatcgaa ccggatgcca ggatattccc 1740 

atcatcaaac tggagtggca ctccccctcg gctgtgattc ctgtcttcct ggcaatgttg 1800 

gggatcattg ccaccatctt tgtcatggcc actttcatcc gctacaatga cacgcccatt 1860 

gtccgggcat ctgggcggga actcagctat gttcttttga cgggcatctt tctttgctac 1920 

atcatcactt tcctgatgat tgccaaacca gatgtggcag tgtgttcttt ccggcgagtt 1980 

ttcttgggct tgggtatgtg catcagttat gcagccctct tgacgaaaac aaatcggatt 2040 

tatcgcatat ttgagcaggg caagaaatca gtaacagctc ccagactcat aagcccaaca 2100 

tcacaactgg caatcacttc cagtttaata tcagttcagc ttctaggggt gttcatttgg 2160 

tttggtgttg atccacccaa catcatcata gactacgatg aacacaagac aatgaaccct 2220 

^ gagcaagcca gaggggttct caagtgtgac attacagatc tccaaatcat ttgctccttg 2280 

01 ggatatagca ttcttctcat ggtcacatgt actgtgtatg ccatcaagac tcggggtgta 2340 

g cccgagaatt ttaacgaagc caagcccatt ggattcacta tgtacacgac atgtatagta 2400 

S| tggcttgcct tcattccaat tttttttggc accgctcaat cagcggaaaa gctctacata 2460 

jjj caaactacca cgcttacaat ctccatgaac ctaagtgcat cagtggcgct ggggatgcta 2520 

CJ tacatgccga aagtgtacat catcattttc caccctgaac tcaatgtcca gaaacggaag 2580 

Pit 

cgaagcttca aggcggtagt cacagcagcc accatgtcat cgaggctgtc acacaaaccc 2640 

agtgacagac ccaacggtga ggcaaagacc gagctctgtg aaaacgtaga cccaaacagc 27 00 

cctgctgcaa aaaagaagta tgtcagttat aataacctgg ttatctaa 2748 

<210> 67 

<211> 915 

<212> PRT 

<213> Unknown 

<220> 

<223> Novel Sequence 
<400> 67 

Met Val Gin Leu Arg Lys Leu Leu Arg Val Leu Thr Leu Met Lys Phe 
15 10 15 

Pro Cys Cys Val Leu Glu Val Leu Leu Cys Ala Leu Ala Ala Ala Ala 
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Arg Gly Gin Glu Met Tyr Ala Pro His Ser lie Arg lie Glu Gly Asp 
35 40 45 



Val Thr Leu Gly Gly Leu Phe Pro Val His Ala Lys Gly Pro Ser Gly 
50 55 60 



Val Pro Cys Gly Asp lie Lys Arg Glu Asn Gly lie His Arg Leu Glu 



Ala Met Leu Tyr Ala Leu Asp Gin lie Asn Ser Asp Pro Asn Leu Leu 
85 90 95 



Pro Asn Val Thr Leu Gly Ala Arg lie Leu Asp Thr Cys Ser Arg Asp 
100 105 110 



Thr Tyr Ala Leu Glu Gin Ser Leu Thr Phe Val Gin Ala Leu lie Gin 
115 120 125 



Lys Asp Thr Ser Asp Val Arg Cys Thr Asn Gly Glu Pro Pro Val Phe 
130 135 140 



Val Lys Pro Glu Lys Val Val Gly Val lie Gly Ala Ser Gly Ser Ser 
145 150 155 160 



Val Ser lie Met Val Ala Asn lie Leu Arg Leu Phe Gin lie Pro Gin 
165 170 175 



lie Ser Tyr Ala Ser Thr Ala Pro Glu Leu Ser Asp Asp Arg Arg Tyr 
180 185 190 



Asp Phe Phe Ser Arg Val Val Pro Pro Asp Ser Phe Gin Ala Gin Ala 
195 200 205 



Met Val Asp lie Val Lys Ala Leu Gly Trp Asn Tyr Val Ser Thr Leu 
210 215 220 



Ala Ser Glu Gly Ser Tyr Gly Glu Lys Gly Val Glu Ser Phe Thr Gin 
225 230 235 240 



lie Ser Lys Glu Ala Gly Gly Leu Cys lie Ala Gin Ser Val Arg lie 
245 250 255 
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Pro Gin Glu Arg Lys Asp Arg Thr lie Asp Phe Asp Arg lie lie Lys 
260 265 270 



Gin Leu Leu Asp Thr Pro Asn Ser Arg Ala Val Val lie Phe Ala Asn 
275 280 285 



Asp Glu Asp lie Lys Gin lie Leu Ala Ala Ala Lys Arg Ala Asp Gin 
290 295 300 



Val Gly His Phe Leu Trp Val Gly Ser Asp Ser Trp Gly Ser Lys lie 
305 310 315 320 



Asn Pro Leu His Gin His Glu Asp lie Ala Glu Gly Ala lie Thr lie 
325 330 " 335 



Gin Pro Lys Arg Ala Thr Val Glu Gly Phe Asp Ala Tyr Phe Thr Ser 
340 345 350 



Arg Thr Leu Glu Asn Asn Arg Arg Asn Val Trp Phe Ala Glu Tyr Trp 
355 360 365 



Glu Glu Asn Phe Asn Cys Lys Leu Thr He Ser Gly Ser Lys Lys Glu 
370 375 380 



Asp Thr Asp Arg Lys Cys Thr Gly Gin Glu Arg He Gly Lys Asp Ser 
385 390 395 400 



Asn Tyr Glu Gin Glu Gly Lys Val Gin Phe Val He Asp Ala Val Tyr 
405 410 415 



Ala Met Ala His Ala Leu His His Met Asn Lys Asp Leu Cys Ala Asp 
420 425 " 430 



Tyr Arg Gly Val Cys Pro Glu Met Glu Gin Ala Gly Gly Lys Lys Leu 



Leu Lys Tyr He Arg Asn Val Asn Phe Asn Gly Ser Ala Gly Thr Pro 
450 455 460 



Val Met Phe Asn Lys Asn Gly Asp Ala Pro Gly Arg Tyr Asp He Phe 
465 470 475 - 480 
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Gin Tyr Gin Thr Thr Asn Thr Ser Asn Pro Gly Tyr Arg Leu lie Gly 
485 490 495 



Gin Trp Thr Asp Glu Leu Gin Leu Asn lie Glu Asp Met Gin Trp Gly 
500 505 510 



Lys Gly Val Arg Glu lie Pro Ala Ser Val Cys Thr Leu Pro Cys Lys 
515 520 525 



Pro Gly Gin Arg Lys Lys Thr Gin Lys Gly Thr Pro Cys Cys Trp Thr 
530 535 540 



Cys Glu Pro Cys Asp Gly Tyr Gin Tyr Gin Phe Asp Glu Met Thr Cys 
545 550 555 560 



Gin His Cys Pro Tyr Asp Gin Arg Pro Asn Glu Asn Arg Thr Gly Cys 
565 570 575 



Gin Asp lie Pro lie lie Lys Leu Glu Trp His Ser Pro Ser Ala Val 
580 585 590 



He Pro Val Phe Leu Ala Met Leu Gly He He Ala Thr He Phe Val 
595 600 605 



Met Ala Thr Phe He Arg Tyr Asn Asp Thr Pro He Val Arg Ala Ser 
610 615 620 



Gly Arg Glu Leu Ser Tyr Val Leu Leu Thr Gly He Phe Leu Cys Tyr 
625 630 635 640 



He He Thr Phe Leu Met He Ala Lys Pro Asp Val Ala Val Cys Ser 
645 650 655 



Phe Arg Arg Val Phe Leu Gly Leu Gly Met Cys He Ser Tyr Ala Ala 
660 665 670 



Leu Leu Thr Lys Thr Asn Arg He Tyr Arg He Phe Glu Gin Gly Lys 
675 680 685 



Lys Ser Val Thr Ala Pro Arg Leu He Ser Pro Thr Ser Gin Leu Ala 
690 695 700 
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lie Thr Ser Ser Leu lie Ser Val Gin Leu Leu Gly Val Phe lie Trp 
705 710 715 720 



Phe Gly Val Asp Pro Pro Asn lie lie lie Asp Tyr Asp Glu His Lys 
725 730 735 



Thr Met Asn Pro Glu Gin Ala Arg Gly Val Leu Lys Cys Asp lie Thr 
740 745 750 



Leu Gin lie lie Cys Ser Leu Gly Tyr Ser lie Leu Leu Met Val 
755 760 765 



Thr Cys Thr Val Tyr Ala lie Lys Thr Arg Gly Val Pro Glu Asn Phe 
770 775 780 



Asn Glu Ala Lys Pro lie Gly Phe Thr Met Tyr Thr Thr Cys lie Val 
785 790 795 800 



Trp Leu Ala Phe lie Pro lie Phe Phe Gly Thr Ala Gin Ser Ala Glu 
805 810 815 



Lys Leu Tyr lie Gin Thr Thr Thr Leu Thr lie Ser Met Asn Leu Ser 
820 825 830 



Ala Ser Val Ala Leu Gly Met Leu Tyr Met Pro Lys Val Tyr lie lie 
835 840 845 



lie Phe His Pro Glu Leu Asn Val Gin Lys Arg Lys Arg Ser Phe Lys 
850 855 860 



Ala Val Val Thr Ala Ala Thr Met Ser Ser Arg Leu Ser His Lys Pro 
865 870 875 880 



Ser Asp Arg Pro Asn Gly Glu Ala Lys Thr Glu Leu Cys Glu Asn Val 

885 890 895 



Asp Pro Asn Ser Pro Ala Ala Lys Lys Lys Tyr Val Ser Tyr Asn Asn 
900 905 910 



Leu Val lie 
915 



<210> 68 
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<211> 2748 
<212> DNA 
<213> Unknown 

<220> 

<223> Novel Sequence 
<400> 68 

atggtccagc tgaggaagct gctccgcgtc ctgactttga tgaagttccc ctgctgcgtg 60 

ctggaggtgc tcctgtgcgc gctggcggcg gcggcgcgcg gccaggagat gtacgccccg 120 

cactcaatcc ggatcgaggg ggacgtcacc ctcggggggc tgttccccgt gcacgccaag 180 

ggtcccagcg gagtgccctg cggcgacatc aagagggaaa acgggatcca caggctggaa 24 0 

gcgatgctct acgccctgga ccagatcaac agtgatccca acctactgcc caacgtgacg 300 

ctgggcgcgc ggatcctgga cacttgttcc agggacactt acgcgctcga acagtcgctt 360 

actttcgtcc aggcgctcat ccagaaggac acctccgacg tgcgctgcac caacggcgaa 420 

ccgccggttt tcgtcaagcc ggagaaagta gttggagtga ttggggcttc ggggagttcg 480 

gtctccatca tggtagccaa catcctgagg ctcttccaga tcccccagat tagttatgca 540 

tcaacggcac ccgagctaag tgatgaccgg cgctatgact tcttctctcg cgtggtgcca 600 

cccgattcct tccaagccca ggccatggta gacattgtaa aggccctagg ctggaattat 660 

gtgtctaccc tcgcatcgga aggaagttat ggagagaaag gtgtggagtc cttcacgcag 720 

atttccaaag aggcaggtgg actctgcatt gcccagtccg tgagaatccc ccaggaacgc 780 

aaagacagga ccattgactt tgatagaatt atcaaacagc tcctggacac ccccaactcc 840 

agggccgtcg tgatttttgc caacgatgag gatataaagc agatccttgc agcagccaaa 900 

agagctgacc aagttggcca ttttctttgg gtgggatcag acagctgggg atccaaaata 960 

aacccactgc accagcatga agatatcgca gaaggggcca tcaccattca gcccaagcga 1020 

gccacggtgg aagggtttga tgcctacttt acgtcccgta cacttgaaaa caacagaaga 1080 

aatgtatggt ttgccgaata ctgggaggaa aacttcaact gcaagttgac gattagtggg 114 0 

tcaaaaaaag aagacacaga tcgcaaatgc acaggacagg agagaattgg aaaagattcc 1200 

aactatgagc aggagggtaa agtccagttc gtgattgacg cagtctatgc tatggctcac 1260 

gcccttcacc acatgaacaa ggatctctgt gctgactacc ggggtgtctg cccagagatg 1320 

gagcaagctg gaggcaagaa gttgctgaag tatatacgca atgttaattt caatggtagt 1380 

gctggcactc cagtgatgtt taacaagaac ggggatgcac ctgggcgtta tgacatcttt 1440 

cagtaccaga ccacaaacac cagcaacccg ggttaccgtc tgatcgggca gtggacagac 1500 
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gaacttcagc 


tcaatataga 


agacatgcag 


tggggtaaag 


gagtccgaga 


gatacccgcc 


1560 




tcagtgtgca 


cactaccatg 


taagccagga 


cagagaaaga 


agacacagaa 


aggaactcct 


1620 




tgctgttgga 


cctgtgagcc 


ttgcgatggt 


taccagtacc 


agtttgatga 


gatgacatgc 


1680 




cagcattgcc 


cctatgacca 


gaggcccaat 


gaaaatcgaa 


ccggatgcca 


ggatattccc 


1740 




atcatcaaac 


tggagtggca 


ctccccctgg 


gctgtgattc 


ctgtcttcct 


ggcaatgttg 


1800 




gggatcattg 


ccaccatctt 


tgtcatggcc 


actttcatcc 


gctacaatga 


cacgcccatt 


1860 




gtccgggcat 


ctgggcggga 


actcagctat 


gttcttttga 


cgggcatctt 


tctttgctac 


1920 




atcatcactt 


tcctgatgat 


tgccaaacca 


gatgtggcag 


tgtgttcttt 


ccggcatgtt 


1980 




ttcttgggct 


tgggtatgtg 


catcagttat 


gcagccctct 


tgacgaaaac 


aaatcggatt 


2040 


.:. 


tatcgcatat 


ttgagcaggg 


caagaaatca 


gtaacagctc 


ccagactcat 


aagcccaaca 


2100 


Q 


tcacaactgg 


caatcacttc 


cagtttaata 


tcagttcagc 


ttctaggggt 


gttcatttgg 


2160 




tttggtgttg 


atccacccaa 


catcatcata 


gactacgatg 


aacacaagac 


aatgaaccct 


2220 




gagcaagcca 


gaggggttct 


caagtgtgac 


attacagatc 


tccaaatcat 


ttgctccttg 


2280 


01 


ggatatagca 


ttcttctcat 


ggtcacatgt 


actgtgtatg 


ccatcaagac 


tcggggtgta 


2340 


Q 


cccgagaatt 


ttaacgaagc 


caagcccatt 


ggattcacta 


tgtacacgac 


atgtatagta 


2400 




tggcttgcct 


tcattccaat 


tttttttggc 


accgctcaat 


cagcggaaaa 


gctctacata 


2460 




caaactacca 


cgcttacaat 


ctccatgaac 


ctaagtgcat 


cagtggcgct 


ggggatgcta 


2520 




tacatgccga 


aagtgtacat 


catcattttc 


caccctgaac 


tcaatgtcca 


gaaacggaag 






cgaagcttca 


aggcggtagt 


cacagcagcc 


accatgtcat 


cgaggctgtc 


acacaaaccc 


2640 




agtgacagac 


ccaacggtga 


ggcaaagacc 


gagctctgtg 


aaaacgtaga 


cccaaacagc 


2700 




cctgctgcaa 


aaaagaagta 


tgtcagttat 


aataacctgg 


ttatctaa 




2748 



<210> 69 

<211> 915 

<212> PRT 

<213> Unknown 

<220> 

<223> Novel Sequence 
<400> 69 

Met Val Gin Leu Arg Lys Leu Leu Arg Val Leu Thr Leu Met Lys Phe 
15 10 15 
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Pro Cys Cys Val Leu Glu Val Leu Leu Cys Ala Leu Ala Ala Ala Ala 
20 25 30 . 



Arg Gly Gin Glu Met Tyr Ala Pro His Ser lie Arg lie Glu Gly Asp 



Val Thr Leu Gly Gly Leu Phe Pro Val His Ala Lys Gly Pro Ser Gly 



Val Pro Cys Gly Asp lie Lys Arg Glu Asn Gly lie His Arg Leu Glu 



Ala Met Leu Tyr Ala Leu Asp Gin lie Asn Ser Asp Pro Asn Leu Leu 
H= 85 90 95 

Q 

o 

00 Pro Asn Val Thr Leu Gly Ala Arg lie Leu Asp Thr Cys Ser Arg Asp 
\4 100 105 110 



Thr Tyr Ala Leu Glu Gin Ser Leu Thr Phe Val Gin Ala Leu He Gin 

m 115 120 125 

[If Lys Asp Thr Ser Asp Val Arg Cys Thr Asn Gly Glu Pro Pro Val Phe 

fm 130 135 140 



=Vl Val Lys Pro Glu Lys Val Val Gly Val He Gly Ala Ser Gly Ser Ser 
145 150 155 160 



Val Ser He Met Val Ala Asn He Leu Arg Leu Phe Gin He Pro Gin 
165 170 175 



He Ser Tyr Ala Ser Thr Ala Pro Glu Leu Ser Asp Asp Arg Arg Tyr 
180 185 190 



Asp Phe Phe Ser Arg Val Val Pro Pro Asp Ser Phe Gin Ala Gin Ala 
195 200 205 



Met Val Asp He Val Lys Ala Leu Gly Trp Asn Tyr Val Ser Thr Leu 
210 215 220 



Ala Ser Glu Gly Ser Tyr Gly Glu Lys Gly Val Glu Ser Phe Thr Gin 
225 230 " 235 240 
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lie Ser Lys Glu Ala Gly Gly Leu Cys lie Ala Gin Ser Val Arg lie 
245 250 255 



Pro Gin Glu Arg Lys Asp Arg Thr lie Asp Phe Asp Arg lie lie Lys 

260 265 270 



Gin Leu Leu Asp Thr Pro Asn Ser Arg Ala Val Val lie Phe Ala Asn 
275 280 285 



Asp Glu Asp lie Lys Gin lie Leu Ala Ala Ala Lys Arg Ala Asp Gin 
290 295 300 



Val Gly His Phe Leu Trp Val Gly Ser Asp Ser Trp Gly Ser Lys lie 
305 310 315 320 



Asn Pro Leu His Gin His Glu Asp lie Ala Glu Gly Ala lie Thr lie 
325 330 335 



Gin Pro Lys Arg Ala Thr Val Glu Gly Phe Asp Ala Tyr Phe Thr Ser 
340 345 350 



Arg Thr Leu Glu Asn Asn Arg Arg Asn Val Trp Phe Ala Glu Tyr Trp 
355 360 365 



Glu Glu Asn Phe Asn Cys Lys Leu Thr lie Ser Gly Ser Lys Lys Glu 
370 375 380 



Asp Thr Asp Arg Lys Cys Thr Gly Gin Glu Arg lie Gly Lys Asp Ser 
385 390 395 400 



Asn Tyr Glu Gin Glu Gly Lys Val Gin Phe Val lie Asp Ala Val Tyr 
405 410 415 



Ala Met Ala His Ala Leu His His Met Asn Lys Asp Leu Cys Ala Asp 
420 425 430 



Tyr Arg Gly Val Cys Pro Glu Met Glu Gin Ala Gly Gly Lys Lys Leu 
435 440 445 



Leu Lys Tyr lie Arg Asn Val Asn Phe Asn Gly Ser Ala Gly Thr Pro 

450 455 460 



Val Met Phe Asn Lys Asn Gly Asp Ala Pro Gly Arg Tyr Asp lie Phe 
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Gin Tyr Gin Thr Thr Asn Thr Ser Asn Pro Gly Tyr Arg Leu lie Gly 
4 85 4 90 4 95 



Gin Trp Thr Asp Glu Leu Gin Leu Asn lie Glu Asp Met Gin Trp Gly 
500 505 510 



Lys Gly Val Arg Glu lie Pro Ala Ser Val Cys Thr Leu Pro Cys Lys 
515 520 525 



Pro Gly Gin Arg Lys Lys Thr Gin Lys Gly Thr Pro Cys Cys Trp Thr 
530 535 540 



Cys Glu Pro Cys Asp Gly Tyr Gin Tyr Gin Phe Asp Glu Met Thr Cys 
545 550 555 560 



Gin His Cys Pro Tyr Asp Gin Arg Pro Asn Glu Asn Arg Thr Gly Cys 
565 570 575 



Gin Asp lie Pro lie He Lys Leu Glu Trp His Ser Pro Trp Ala Val 

580 585 590 



He Pro Val Phe Leu Ala Met Leu Gly He He Ala Thr He Phe Val 
595 600 605 



Met Ala Thr Phe He Arg Tyr Asn Asp Thr Pro He Val Arg Ala Ser 
610 615 620 



Gly Arg Glu Leu Ser Tyr Val Leu Leu Thr Gly He Phe Leu Cys Tyr 
625 " 630 635 640 



He He Thr Phe Leu Met He Ala Lys Pro Asp Val Ala Val Cys Ser 
645 650 655 



Phe Arg His Val Phe Leu Gly Leu Gly Met Cys lie Ser Tyr Ala Ala 
660 665 670 



Leu Leu Thr Lys Thr Asn Arg He Tyr Arg He Phe Glu Gin Gly Lys 
675 680 685 



Lys Ser Val Thr Ala Pro Arg Leu He Ser Pro Thr Ser Gin Leu Ala 
690 695 700 
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lie Thr Ser Ser Leu lie Ser Val Gin Leu Leu Gly Val Phe lie Trp 
705 710 715 720 



Phe Gly Val Asp Pro Pro Asn lie lie lie Asp Tyr Asp Glu His Lys 

725 730 735 



Thr Met Asn Pro Glu Gin Ala Arg Gly Val Leu Lys Cys Asp lie Thr 
740 745 750 



Asp Leu Gin lie lie Cys Ser Leu Gly Tyr Ser lie Leu Leu Met Val 
755 760 765 



Thr Cys Thr Val Tyr Ala lie Lys Thr Arg Gly Val Pro Glu Asn Phe 
770 775 780 



Asn Glu Ala Lys Pro lie Gly Phe Thr Met Tyr Thr Thr Cys lie Val 
785 790 795 800 



Trp Leu Ala Phe lie Pro lie Phe Phe Gly Thr Ala Gin Ser Ala Glu 
805 810 815 



Lys Leu Tyr lie Gin Thr Thr Thr Leu Thr lie Ser Met Asn Leu Ser 

820 825 830 



Ala Ser Val Ala Leu Gly Met Leu Tyr Met Pro Lys Val Tyr lie lie 
835 840 845 



lie Phe His Pro Glu Leu Asn Val Gin Lys Arg Lys Arg Ser Phe Lys 
850 855 860 



Ala Val Val Thr Ala Ala Thr Met Ser Ser Arg Leu Ser His Lys Pro 
865 870 875 880 



Ser Asp Arg Pro Asn Gly Glu Ala Lys Thr Glu Leu Cys Glu Asn Val 
885 890 895 



Asp Pro Asn Ser Pro Ala Ala Lys Lys Lys Tyr Val Ser Tyr Asn Asn 
900 905 910 



Leu Val He 
915 
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<210> 70 
<211> 2748 
<212> DNA 
<213> Unknown 






<220> 

<22 3> Novel Sequence 






<400> 70 
atggtccagc 


tgaggaagct 


gctccgcgtc 




ctggaggtgc 


tcctgtgcgc 


gctggcggcg 




cactcaatcc 


ggatcgaggg 


ggacgtcacc 




ggtcccagcg 


gagtgccctg 


cggcgacatc 




gcgatgctct 


acgccctgga 


ccagatcaac 




ctgggcgcgc 


ggatcctgga 


cacttgttcc 


a 

z 

gpi 


actttcgtcc 
ccgccggttt 


aggcgctcat 
tcgtcaagcc 


ccagaaggac 
ggagaaagta 




gtctccatca 


tggtagccaa 


catcctgagg 


0 


tcaacggcac 


ccgagctaag 


tgatgaccgg 




cccgattcct 


tccaagccca 


ggccatggta 


r=: 
==.=? 


gtgtctaccc 


tcgcatcgga 


aggaagttat 


m 


atttccaaag 


aggcaggtgg 


actctgcatt 




aaagacagga 


ccattgactt 


tgatagaatt 




agggccgtcg 


tgatttttgc 


caacgatgag 




agagctgacc 


aagttggcca 


ttttctttgg 




aacccactgc 


accagcatga 


agatatcgca 




gccacggtgg 


aagggtttga 


tgcctacttt 




aatgtatggt 


ttgccgaata 


ctgggaggaa 




tcaaaaaaag 


aagacacaga 


tcgcaaatgc 




aactatgagc 


aggagggtaa 






gcccttcacc 


acatgaacaa 


ggatctctgt 




gagcaagctg 


gaggcaagaa 


gttgctgaag 




gctggcactc 


cagtgatgtt 


taacaagaac 



ctgactttga 


tgaagttccc 


ctgctgcgtg 


60 


gcggcgcgcg 


gccaggagat 


gtacgccccg 


120 


ctcggggggc 


tgttccccgt 


gcacgccaag 


180 


aagagggaaa 


acgggatcca 


caggctggaa 


240 


agtgatccca 


acctactgcc 


caacgtgacg 


300 


agggacactt 


acgcgctcga 


acagtcgctt 


360 


acctccgacg 


tgcgctgcac 


caacggcgaa 


420 


gttggagtga 


ttggggcttc 


ggggagttcg 


480 


ctcttccaga 


tcccccagat 


tagttatgca 


540 


cgctatgact 


tcttctctcg 


cgtggtgcca 


600 


gacattgtaa 


aggccctagg 


ctggaattat 


660 


ggagagaaag 


gtgtggagtc 


cttcacgcag 


720 


gcccagtccg 


tgagaatccc 


ccaggaacgc 


780 


atcaaacagc 


tcctggacac 


ccccaactcc 


840 


gatataaagc 


agatccttgc 


agcagccaaa 


900 


gtgggatcag 


acagctgggg 


atccaaaata 


960 


gaaggggcca 


tcaccattca 


gcccaagcga 


1020 


acgtcccgta 


cacttgaaaa 


caacagaaga 


1080 


aacttcaact 


gcaagttgac 


gattagtggg 


1140 


acaggacagg 


agagaattgg 


aaaagattcc 


1200 


gtgattgacg 


cagtctatgc 


tatggctcac 


1260 


gctgactacc 


ggggtgtctg 


cccagagatg 


1320 


tatatacgca 


atgttaattt 


caatggtagt 


1380 


ggggatgcac 


ctgggcgtta 


tgacatcttt 


1440 
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cagtaccaga ccacaaacac cagcaacccg ggttaccgtc tgatcgggca gtggacagac 1500 

gaacttcagc tcaatataga agacatgcag tggggtaaag gagtccgaga gatacccgcc 1560 

tcagtgtgca cactaccatg taagccagga cagagaaaga agacacagaa aggaactcct 1620 

tgctgttgga cctgtgagcc ttgcgatggt taccagtacc agtttgatga gatgacatgc 1680 

cagcattgcc cctatgacca gaggcccaat gaaaatcgaa ccggatgcca ggatattccc 1740 

atcatcaaac tggagtggca ctccccctgg gctgtgattc ctgtcttcct ggcaatgttg 1800 

gggatcattg ccaccatctt tgtcatggcc actttcatcc gctacaatga cacgcccatt 1860 

gtccgggcat ctgggcggga actcagctat gttcttttga cgggcatctt tctttgctac 1920 

atcatcactt tcctgatgat tgccaaacca gatgtggcag tgtgttcttt ccggcgagtt 1980 

ttcttgggct tgggtatgtg catcagttat gcagccctct tgacgaaaac aaatcggatt 2040 

tatcgcatat ttgagcaggg caagaaatca gtaacagctc ccagactcat aagcccaaca 2100 

tcacaactgg caatcacttc cagtttaata tcagttcagc ttctaggggt gttcatttgg 2160 

tttggtgttg atccacccaa catcatcata gactacgatg aacacaagac aatgaaccct 2220 

gagcaagcca gaggggttct caagtgtgac attacagatc tccaaatcat ttgctccttg 2280 

ggatatagca ttcttctcat ggtcacatgt tgtgtgtatg ccatcaagac tcggggtgta 2340 

cccgagaatt ttaacgaagc caagcccatt ggattcacta tgtacacgac atgtatagta 24 00 

tggcttgcct tcattccaat tttttttggc accgctcaat cagcggaaaa gctctacata 2460 

caaactacca cgcttacaat ctccatgaac ctaagtgcat cagtggcgct ggggatgcta 2520 

tacatgccga aagtgtacat catcattttc caccctgaac tcaatgtcca gaaacggaag 2580 

cgaagcttca aggcggtagt cacagcagcc accatgtcat cgaggctgtc acacaaaccc 2640 

agtgacagac ccaacggtga ggcaaagacc gagctctgtg aaaacgtaga cccaaacagc 27 00 

cctgctgcaa aaaagaagta tgtcagttat aataacctgg ttatctaa 2748 

<210> 71 
<211> 915 
<212> PRT 
<213> Unknown 

<220> 

<223> Novel Sequence 
<400> 71 

Met Val Gin Leu Arg Lys Leu Leu Arg Val Leu Thr Leu Met Lys Phe 



57 



Pro Cys Cys Val Leu Glu Val Leu Leu Cys Ala Leu Ala Ala Ala Ala 



Arg Gly Gin Glu Met Tyr Ala Pro His Ser lie Arg lie Glu Gly Asp 



Val Thr Leu Gly Gly Leu Phe Pro Val His Ala Lys Gly Pro Ser Gly 



Val Pro Cys Gly Asp lie Lys Arg Glu Asn Gly lie His Arg Leu Glu 
65 70 75 80 



Ala Met Leu Tyr Ala Leu Asp Gin lie Asn Ser Asp Pro Asn Leu Leu 



Pro Asn Val Thr Leu Gly Ala Arg lie Leu Asp Thr Cys Ser Arg Asp 
100 105 110 



Thr Tyr Ala Leu Glu Gin Ser Leu Thr Phe Val Gin Ala Leu lie Gin 
115 120 125 



Lys Asp Thr Ser Asp Val Arg Cys Thr Asn Gly Glu Pro Pro Val Phe 
130 135 140 



Val Lys Pro Glu Lys Val Val Gly Val lie Gly Ala Ser Gly Ser Ser 
145 150 155 160 



Val Ser lie Met Val Ala Asn lie Leu Arg Leu Phe Gin lie Pro Gin 
165 170 175 



lie Ser Tyr Ala Ser Thr Ala Pro Glu Leu Ser Asp Asp Arg Arg Tyr 

180 185 190 



Asp Phe Phe Ser Arg Val Val Pro Pro Asp Ser Phe Gin Ala Gin Ala 

195 200 205 



Met Val Asp lie Val Lys Ala Leu Gly Trp Asn Tyr Val Ser Thr Leu 
210 215 220 



Ala Ser Glu Gly Ser Tyr Gly Glu Lys Gly Val Glu Ser Phe Thr Gin 
225 230 ' 235 240 
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lie Ser Lys Glu Ala Gly Gly Leu Cys lie Ala Gin Ser Val Arg He 
245 250 255 



Pro Gin Glu Arg Lys Asp Arg Thr He Asp Phe Asp Arg He lie Lys 
260 265 ~ 270 



Gin Leu Leu Asp Thr Pro Asn Ser Arg Ala Val Val lie Phe Ala Asn 
275 280 285 



Asp Glu Asp He Lys Gin He Leu Ala Ala Ala Lys Arg Ala Asp Gin 

290 295 300 



Val Gly His Phe Leu Trp Val Gly Ser Asp Ser Trp Gly Ser Lys He 
305 310 315 320 



Asn Pro Leu His Gin His Glu Asp He Ala Glu Gly Ala He Thr He 
325 ~ 330 335 



Gin Pro Lys Arg Ala Thr Val Glu Gly Phe Asp Ala Tyr Phe Thr Ser 
340 345 350 



Arg Thr Leu Glu Asn Asn Arg Arg Asn Val Trp Phe Ala Glu Tyr Trp 

355 360 365 



Glu Glu Asn Phe Asn Cys Lys Leu Thr He Ser Gly Ser Lys Lys Glu 
370 375 380 



Asp Thr Asp Arg Lys Cys Thr Gly Gin Glu Arg He Gly Lys Asp Ser 
385 390 395 400 



Asn Tyr Glu Gin Glu Gly Lys Val Gin Phe Val He Asp Ala Val Tyr 
405 410 415 



Ala Met Ala His Ala Leu His His Met Asn Lys Asp Leu Cys Ala Asp 

420 425 430 



Tyr Arg Gly Val Cys Pro Glu Met Glu Gin Ala Gly Gly Lys Lys Leu 
435 440 445 



Leu Lys Tyr He Arg Asn Val Asn Phe Asn Gly Ser Ala Gly Thr Pro 
450 455 460 
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Val Met Phe Asn Lys Asn Gly Asp Ala Pro Gly Arg Tyr Asp lie Phe 
465 470 475 480 



Gin Tyr Gin Thr Thr Asn Thr Ser Asn Pro Gly Tyr Arg Leu lie Gly 
485 490 495 



Gin Trp Thr Asp Glu Leu Gin Leu Asn lie Glu Asp Met Gin Trp Gly 
500 505 510 



Lys Gly Val Arg Glu lie Pro Ala Ser Val Cys Thr Leu Pro Cys Lys 
515 520 525 



Pro Gly Gin Arg Lys Lys Thr Gin Lys Gly Thr Pro Cys Cys Trp Thr 
530 535 540 



Cys Glu Pro Cys Asp Gly Tyr Gin Tyr Gin Phe Asp Glu Met Thr Cys 
545 550 555 560 



Gin His Cys Pro Tyr Asp Gin Arg Pro Asn Glu Asn Arg Thr Gly Cys 
565 570 575 



Gin Asp lie Pro lie lie Lys Leu Glu Trp His Ser Pro Trp Ala Val 
580 585 590 



lie Pro Val Phe Leu Ala Met Leu Gly lie lie Ala Thr lie Phe Val 
595 600 605 



Met Ala Thr Phe lie Arg Tyr Asn Asp Thr Pro lie Val Arg Ala Ser 
610 615 620 



Gly Arg Glu Leu Ser Tyr Val Leu Leu Thr Gly lie Phe Leu Cys Tyr 
625 630 635 640 



lie lie Thr Phe Leu Met lie Ala Lys Pro Asp Val Ala Val Cys Ser 
645 650 655 



Phe Arg Arg Val Phe Leu Gly Leu Gly Met Cys lie Ser Tyr Ala Ala 
660 665 670 



Leu Leu Thr Lys Thr Asn Arg lie Tyr Arg lie Phe Glu Gin Gly Lys 
675 680 685 
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Lys Ser Val Thr Ala Pro Arg Leu lie Ser Pro Thr Ser Gin Leu Ala 

690 695 700 



lie Thr Ser Ser Leu lie Ser Val Gin Leu Leu Gly Val Phe lie Trp 
705 710 715 720 



Phe Gly Val Asp Pro Pro Asn lie lie lie Asp Tyr Asp Glu His Lys 

725 730 735 



Thr Met Asn Pro Glu Gin Ala Arg Gly Val Leu Lys Cys Asp lie Thr 
740 745 750 



Asp Leu Gin lie lie Cys Ser Leu Gly Tyr Ser lie Leu Leu Met Val 
755 760 765 



Thr Cys Cys Val Tyr Ala lie Lys Thr Arg Gly Val Pro Glu Asn Phe 
770 775 780 



Asn Glu Ala Lys Pro lie Gly Phe Thr Met Tyr Thr Thr Cys lie Val 
785 790 795 800 



Trp Leu Ala Phe lie Pro lie Phe Phe Gly Thr Ala Gin Ser Ala Glu 
805 810 815 



Lys Leu Tyr lie Gin Thr Thr Thr Leu Thr lie Ser Met Asn Leu Ser 
820 825 830 



Ala Ser Val Ala Leu Gly Met Leu Tyr Met Pro Lys Val Tyr He He 
835 840 845 



He Phe His Pro Glu Leu Asn Val Gin Lys Arg Lys Arg Ser Phe Lys 



Ala Val Val Thr Ala Ala Thr Met Ser Ser Arg Leu Ser His Lys Pro 
865 870 875 880 



Ser Asp Arg Pro Asn Gly Glu Ala Lys Thr Glu Leu Cys Glu Asn Val 
885 890 895 



Asp Pro Asn Ser Pro Ala Ala Lys Lys Lys Tyr Val Ser Tyr Asn Asn 
900 905 910 



Leu Val He 



61 



915 



O 



<210> 72 

<211> 2748 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 



atggtccagc 


tgaggaagct 


gctccgcgtc 


ctgactttga 


tgaagttccc 


ctgctgcgtg 


60 


ctggaggtgc 


tcctgtgcgc 


gctggcggcg 


gcggcgcgcg 


gccaggagat 


gtacgccccg 


120 


cactcaatcc 


ggatcgaggg 


ggacgtcacc 


ctcggggggc 


tgttccccgt 


gcacgccaag 


180 


ggtcccagcg 


gagtgccctg 


cggcgacatc 


aagagggaaa 


acgggatcca 


caggctggaa 


240 


gcgatgctct 


acgccctgga 


ccagatcaac 


agtgatccca 


acctactgcc 


caacgtgacg 


300 


ctgggcgcgc 


ggatcctgga 


cacttgttcc 


agggacactt 


acgcgctcga 


acagtcgctt 


360 


actttcgtcc 


aggcgctcat 


ccagaaggac 


acctccgacg 


tgcgctgcac 


caacggcgaa 


420 


ccgccggttt 


tcgtcaagcc 


ggagaaagta 


gttggagtga 


ttggggcttc 


ggggagttcg 


480 


gtctccatca 


tggtagccaa 


catcctgagg 


ctcttccaga 


tcccccagat 


tagttatgca 


540 


tcaacggcac 


ccgagctaag 


tgatgaccgg 


cgctatgact 


tcttctctcg 


cgtggtgcca 


600 


cccgattcct 


tccaagccca 


ggccatggta 


gacattgtaa 


aggccctagg 


ctggaattat 


660 


gtgtctaccc 


tcgcatcgga 


aggaagttat 


ggagagaaag 


gtgtggagtc 


cttcacgcag 


720 


atttccaaag 


aggcaggtgg 


actctgcatt 


gcccagtccg 


tgagaatccc 


ccaggaacgc 


7 80 


aaagacagga 


ccattgactt 


tgatagaatt 


atcaaacagc 


tcctggacac 


ccccaactcc 


840 


agggccgtcg 


tgatttttgc 


caacgatgag 


gatataaagc 


agatccttgc 


agcagccaaa 


900 


agagctgacc 


aagttggcca 


ttttctttgg 


gtgggatcag 


acagctgggg 


atccaaaata 


960 


aacccactgc 


accagcatga 


agatatcgca 


gaaggggcca 


tcaccattca 


gcccaagcga 


1020 


gccacggtgg 


aagggtttga 


tgcctacttt 


acgtcccgta 


cacttgaaaa 


caacagaaga 


1080 


aatgtatggt 


ttgccgaata 


ctgggaggaa 


aacttcaact 


gcaagttgac 


gattagtggg 


1140 


tcaaaaaaag 


aagacacaga 


tcgcaaatgc 


acaggacagg 


agagaattgg 


aaaagattcc 


1200 


aactatgagc 


aggagggtaa 


agtccagttc 


gtgattgacg 


cagtctatgc 


tatggctcac 


1260 


gcccttcacc 


acatgaacaa 


ggatctctgt 


gctgactacc 


ggggtgtctg 


cccagagatg 


1320 


gagcaagctg 


gaggcaagaa 


gttgctgaag 


tatatacgca 


atgttaattt 


caatggtagt 


1380 
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gctggcactc 


cagtgatgtt 


taacaagaac 


ggggatgcac 


ctgggcgtta 


tgacatcttt 


1440 




cagtaccaga 


ccacaaacac 


cagcaacccg 


ggttaccgtc 


tgatcgggca 


gtggacagac 


1500 




gaacttcagc 


tcaatataga 


agacatgcag 


tggggtaaag 


gagtccgaga 


gatacccgcc 


1560 




tcagtgtgca 


cactaccatg 


taagccagga 


cagagaaaga 


agacacagaa 


aggaactcct 


1620 




tgctgttgga 


cctgtgagcc 


ttgcgatggt 


taccagtacc 


agtttgatga 


gatgacatgc 


1680 




cagcattgcc 


cctatgacca 


gaggcccaat 


gaaaatcgaa 


ccggatgcca 


ggatattccc 


1740 




atcatcaaac 


tggagtggca 


ctccccctgg 


gctgtgattc 


ctgtcttcct 


ggcaatgttg 


1800 




gggatcattg 


ccaccatctt 


tgtcatggcc 


actttcatcc 


gctacaatga 


cacgcccatt 


1860 




gtccgggcat 


ctgggcggga 


actcagctat 


gttcttttga 


cgggcatctt 


tctttgctac 


1920 




atcatcactt 


tcctgatgat 


tgccaaacca 


gatgtggcag 


tgtgttcttt 


ccggcgagtt 


1980 


i 


ttcttgggct 


tgggtatgtg 


catcagttat 


gcagccctct 


tgacgaaaac 


aaatcggatt 


2040 


." 


tatcgcatat 


ttgagcaggg 


caagaaatca 


gtaacagctc 


ccagactcat 


aagcccaaca 


2100 




tcacaactgg 


caatcacttc 


cagtttaata 


tcagttcagc 


ttctaggggt 


gttcatttgg 


2160 




tttggtgttg 


atccacccaa 


catcatcata 


gactacgatg 


aacacaagac 


aatgaaccct 


2220 




gagcaagcca 


gaggggttct 


caagtgtgac 


attacagatc 


tccaaatcat 


ttgctccttg 


2280 




ggatatagca 


ttcttctcat 


ggtcacatgt 


actgtgtatg 


ccatcaagac 


tcggggtgta 


2340 




cccgagaatt 


ttaacgaagc 


caagcccaag 


ggattcacta 


tgtacacgac 


atgtatagta 


2400 




tggcttgcct 


tcattccaat 


tttttttggc 


accgctcaat 


cagcggaaaa 


gctctacata 


2460 




caaactacca 


cgcttacaat 


ctccatgaac 


ctaagtgcat 


cagtggcgct 


ggggatgcta 


2520 




tacatgccga 


aagtgtacat 


catcattttc 


caccctgaac 


tcaatgtcca 


gaaacggaag 






cgaagcttca 


aggcggtagt 


cacagcagcc 


accatgtcat 


cgaggctgtc 


acacaaaccc 


2640 




agtgacagac 


ccaacggtga 


ggcaaagacc 


gagctctgtg 


aaaacgtaga 


cccaaacagc 


2700 




cctgctgcaa 


aaaagaagta 


tgtcagttat 


aataacctgg 


ttatctaa 




2748 



<210> 73 

<211> 915 

<212> PRT 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 73 
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Met Val Gin Leu Arg Lys Leu Leu Arg Val Leu Thr Leu Met Lys Phe 
1 5 10 15 



Pro Cys Cys Val Leu Glu Val Leu Leu Cys Ala Leu Ala Ala Ala Ala 



Arg Gly Gin Glu Met Tyr Ala Pro His Ser lie Arg lie Glu Gly Asp 
35 40 45 



Val Thr Leu Gly Gly Leu Phe Pro Val His Ala Lys Gly Pro Ser Gly 
50 55 60 



Val Pro Cys Gly Asp lie Lys Arg Glu Asn Gly lie His Arg Leu Glu 



Ala Met Leu Tyr Ala Leu Asp Gin lie Asn Ser Asp Pro Asn Leu Leu 



Pro Asn Val Thr Leu Gly Ala Arg lie Leu Asp Thr Cys Ser Arg Asp 
100 105 110 



Thr Tyr Ala Leu Glu Gin Ser Leu Thr Phe Val Gin Ala Leu lie Gin 
115 120 125 



Lys Asp Thr Ser Asp Val Arg Cys Thr Asn Gly Glu Pro Pro Val Phe 
130 135 140 



Val Lys Pro Glu Lys Val Val Gly Val lie Gly Ala Ser Gly Ser Ser 
145 150 155 160 



Val Ser lie Met Val Ala Asn lie Leu Arg Leu Phe Gin lie Pro Gin 
165 170 175 



lie Ser Tyr Ala Ser Thr Ala Pro Glu Leu Ser Asp Asp Arg Arg Tyr 
180 185 190 



Asp Phe Phe Ser Arg Val Val Pro Pro Asp Ser Phe Gin Ala Gin Ala 
195 200 205 



Met Val Asp lie Val Lys Ala Leu Gly Trp Asn Tyr Val Ser Thr Leu 
210 215 220 
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Ala Ser Glu Gly Ser Tyr Gly Glu Lys Gly Val Glu Ser Phe Thr Gin 
225 230 235 240 



lie Ser Lys Glu Ala Gly Gly Leu Cys lie Ala Gin Ser Val Arg lie 
245 250 255 



Pro Gin Glu Arg Lys Asp Arg Thr lie Asp Phe Asp Arg lie lie Lys 
2 60 2 65 270 



Gin Leu Leu Asp Thr Pro Asn Ser Arg Ala Val Val lie Phe Ala Asn 
275 280 285 



Asp Glu Asp lie Lys Gin lie Leu Ala Ala Ala Lys Arg Ala Asp Gin 
290 295 300 



Val Gly His Phe Leu Trp Val Gly Ser Asp Ser Trp Gly Ser Lys lie 
305 310 315 320 



Asn Pro Leu His Gin His Glu Asp lie Ala Glu Gly Ala lie Thr lie 
325 330 335 



Gin Pro Lys Arg Ala Thr Val Glu Gly Phe Asp Ala Tyr Phe Thr Ser 
340 345 350 



Arg Thr Leu Glu Asn Asn Arg Arg Asn Val Trp Phe Ala Glu Tyr Trp 
355 360 365 



Glu Glu Asn Phe Asn Cys Lys Leu Thr lie Ser Gly Ser Lys Lys Glu 
370 375 380 



Asp Thr Asp Arg Lys Cys Thr Gly Gin Glu Arg lie Gly Lys Asp Ser 
385 390 395 400 



Asn Tyr Glu Gin Glu Gly Lys Val Gin Phe Val lie Asp Ala Val Tyr 
405 410 415 



Ala Met Ala His Ala Leu His His Met Asn Lys Asp Leu Cys Ala Asp 
420 425 430 



Tyr Arg Gly Val Cys Pro Glu Met Glu Gin Ala Gly Gly Lys Lys Leu 
435 440 445 



Leu Lys Tyr lie Arg Asn Val Asn Phe Asn Gly Ser Ala Gly Thr Pro 
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450 



455 



460 



Val Met Phe Asn Lys Asn Gly Asp Ala Pro Gly Arg Tyr Asp lie Phe 
465 470 475 480 



Gin Tyr Gin Thr Thr Asn Thr Ser Asn Pro Gly Tyr Arg Leu lie Gly 
485 490 495 



Gin Trp Thr Asp Glu Leu Gin Leu Asn lie Glu Asp Met Gin Trp Gly 
500 505 510 



Lys Gly Val Arg Glu lie Pro Ala Ser Val Cys Thr Leu Pro Cys Lys 

515 520 525 



hk Pro Gly Gin Arg Lys Lys Thr Gin Lys Gly Thr Pro Cys Cys Trp Thr 
O 530 535 540 

o 

fj= Cys Glu Pro Cys Asp Gly Tyr Gin Tyr Gin Phe Asp Glu Met Thr Cys 
rf 545 550 555 560 



Gin His Cys Pro Tyr Asp Gin Arg Pro Asn Glu Asn Arg Thr Gly Cys 
565 570 575 



Gin Asp lie Pro lie lie Lys Leu Glu Trp His Ser Pro Trp Ala Val 
580 585 590 



He Pro Val Phe Leu Ala Met Leu Gly He He Ala Thr He Phe Val 
595 600 605 



Met Ala Thr Phe He Arg Tyr Asn Asp Thr Pro lie Val Arg Ala Ser 
610 615 620 



Gly Arg Glu Leu Ser Tyr Val Leu Leu Thr Gly He Phe Leu Cys Tyr 

625 630 635 640 



He He Thr Phe Leu Met He Ala Lys Pro Asp Val Ala Val Cys Ser 
645 650 655 



Phe Arg Arg Val Phe Leu Gly Leu Gly Met Cys He Ser Tyr Ala Ala 
660 665 670 



Leu Leu Thr Lys Thr Asn Arg He Tyr Arg He Phe Glu Gin Gly Lys 
675 680 685 



66 



Lys Ser Val Thr Ala Pro Arg Leu lie Ser Pro Thr Ser Gin Leu Ala 
690 695 700 



lie Thr Ser Ser Leu lie Ser Val Gin Leu Leu Gly Val Phe lie Trp 
705 710 715 720 



Phe Gly Val Asp Pro Pro Asn lie lie lie Asp Tyr Asp Glu His Lys 
725 730 735 



Thr Met Asn Pro Glu Gin Ala Arg Gly Val Leu Lys Cys Asp lie Thr 
740 745 750 



Asp Leu Gin lie lie Cys Ser Leu Gly Tyr Ser lie Leu Leu Met Val 
755 760 765 



Thr Cys Thr Val Tyr Ala lie Lys Thr Arg Gly Val Pro Glu Asn Phe 
770 775 780 



Asn Glu Ala Lys Pro Lys Gly Phe Thr Met Tyr Thr Thr Cys lie Val 
785 790 795 800 



Trp Leu Ala Phe lie Pro lie Phe Phe Gly Thr Ala Gin Ser Ala Glu 
805 810 815 



Lys Leu Tyr lie Gin Thr Thr Thr Leu Thr lie Ser Met Asn Leu Ser 
820 825 830 



Ala Ser Val Ala Leu Gly Met Leu Tyr Met Pro Lys Val Tyr He He 
835 840 845 



He Phe His Pro Glu Leu Asn Val Gin Lys Arg Lys Arg Ser Phe Lys 
850 855 860 



Ala Val Val Thr Ala Ala Thr Met Ser Ser Arg Leu Ser His Lys Pro 

865 870 875 880 



Ser Asp Arg Pro Asn Gly Glu Ala Lys Thr Glu Leu Cys Glu Asn Val 
885 890 895 



Asp Pro Asn Ser Pro Ala Ala Lys Lys Lys Tyr Val Ser Tyr Asn Asn 
900 905 910 
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Leu Val lie 
915 



<210> 74 

<211> 1842 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 74 



atgcgagccc 


cgggcgcgct 


tctcgcccgc 


atgtcgcggc 


tactgcttct 


gctactgctc 


60 


aaggtgtctg 


cctcttctgc 


cctcggggtc 


gcccctgcgt 


ccagaaacga 


aacttgtctg 


120 


ggggagagct 


gtgcacctac 


agtgatccag 


cgccgcggca 


gggacgcctg 


gggaccggga 


180 


aattctgcaa 


gagacgttct 


gcgagcccga 


gcacccaggg 


aggagcaggg 


ggcagcgttt 


240 


cttgcgggac 


cctcctggga 


cctgccggcg 


gccccgggcc 


gtgacccggc 


tgcaggcaga 


300 


ggggcggagg 


cgtcggcagc 


cggacccccg 


ggacctccaa 


ccaggccacc 


tggcccctgg 


360 


aggtggaaag 


gtgctcgggg 


tcaggagcct 


tctgaaactt 


tggggagagg 


gaaccccacg 


420 


gccctccagc 


tcttccttca 


gatctcagag 


gaggaagaga 


agggtcccag 


aggcgctggc 


480 


atttccgggc 


gtagccagga 


gcagagtgtg 


aagacagtcc 


ccggagccag 


cgatcttttt 


540 


tactggccaa 


ggagagccgg 


gaaactccag 


ggttcccacc 


acaagcccct 


gtccaagacg 


600 


gccaatggac 


tggcggggca 


cgaagggtgg 


acaattgcac 


tcccgggccg 


ggcgctggcc 


660 


cagaatggat 


ccttgggtga 


aggaatccat 


gagcctgggg 


gtccccgccg 


gggaaacagc 


720 


acgaaccggc 


gtgtgagact 


gaagaacccc 


ttctacccgc 


tgacccagga 


gtcctatgga 


780 


gcctacgcgg 


tcatgtgtct 


gtccgtggtg 


atcttcggga 


ccggcatcat 


tggcaacctg 


840 


gcggtgatgt 


gcatcgtgtg 


ccacaactac 


tacatgcgga 


gcatctccaa 


ctccctcttg 


900 


gccaacctgg 


ccttctggga 


ctttctcatc 


atcttcttct 


gccttccgct 


ggtcatcttc 


960 


cacgagctga 


ccaagaagtg 


gctgctggag 


gacttctcct 


gcaagatcgt 


gccctatata 


1020 


gaggtcgctt 


ctctgggagt 


caccaccttc 


acccgatgtg 


ctctgtgcat 


agaccgcttc 


1080 


cgtgctgcca 


ccaacgtaca 


gatgtactac 


gaaatgatcg 


aaaactgttc 


ctcaacaact 


1140 


gccaaacttg 


ctgttatatg 


ggtgggagct 


ctattgttag 


cacttccaga 


agttgttctc 


1200 


cgccagctga 


gcaaggagga 


tttggggttt 


agtggccgag 


ctccggcaga 


aaggtgcatt 


1260 


attaagatct 


ctcctgattt 


accagacacc 


atctatgttc 


tagccctcac 


ctacgacagt 


1320 
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m 
nil 



gcgagactgt 


ggtggtattt 


tggctgttac 


ttttgtttgc 


ccacgctttt 


caccatcacc 


1380 


tgctctctag 


tgactgcgag 


gaaaatccgc 


aaagcagaga 


aagcctgtac 


ccgagggaat 


1440 


aaacggcaga 


ttcaactaga 


gagtcagatg 


aactgtacag 


tagtggcact 


gaccatttta 


1500 


tatggatttt 


gcattattcc 


tgaaaatatc 


tgcaacattg 


ttactgccta 


catggctaca 


1560 


ggggtttcac 


agcagacaat 


ggacctcctt 


aatatcatca 


gccagttcct 


tttgttcttt 


1620 


aagtcctgtg 


tcaccccagt 


cctccttttc 


tgtctctgca 


aacccttcag 


tcgggccttc 




atggagtgct 


gctgctgttg 


ctgtgaggaa 


tgcattcaga 


agtcttcaac 


ggtgaccagt 


1740 


gatgacaatg 


acaacgagta 


caccacggaa 


ctcgaactct 


cgcctttcag 


taccatacgc 


1800 


cgtgaaatgt 


ccacttttgc 


ttctgtcgga 


actcattgct 


ga 




1842 



<210> 75 

<211> 613 

<212> PRT 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 75 

Met Arg Ala Pro Gly Ala Leu Leu Ala Arg Met Ser Arg Leu Leu Leu 



Leu Leu Leu Leu Lys Val Ser Ala Ser Ser Ala Leu Gly Val Ala Pro 

20 25 30 



Ala Ser Arg Asn Glu Thr Cys Leu Gly Glu Ser Cys Ala Pro Thr Val 
35 40 45 



lie Gin Arg Arg Gly Arg Asp Ala Trp Gly Pro Gly Asn Ser Ala Arg 



Asp Val Leu Arg Ala Arg Ala Pro Arg Glu Glu Gin Gly Ala Ala Phe 



Leu Ala Gly Pro Ser Trp Asp Leu Pro Ala Ala Pro Gly Arg Asp Pro 



Ala Ala Gly Arg Gly Ala Glu Ala Ser Ala Ala Gly Pro Pro Gly Pro 
100 105 110 
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Pro Thr Arg Pro Pro Gly Pro Trp Arg Trp Lys Gly Ala Arg Gly Gin 
115 120 125 



Glu Pro Ser Glu Thr Leu Gly Arg Gly Asn Pro Thr Ala Leu Gin Leu 
130 135 140 



Phe Leu Gin lie Ser Glu Glu Glu Glu Lys Gly Pro Arg Gly Ala Gly 
145 150 155 " 160 



lie Ser Gly Arg Ser Gin Glu Gin Ser Val Lys Thr Val Pro Gly Ala 
165 170 , 175 



Ser Asp Leu Phe Tyr Trp Pro Arg Arg Ala Gly Lys Leu Gin Gly Ser 
180 185 190 



His His Lys Pro Leu Ser Lys Thr Ala Asn Gly Leu Ala Gly His Glu 

195 200 205 



Gly Trp Thr lie Ala Leu Pro Gly Arg Ala Leu Ala Gin Asn Gly Ser 

210 215 220 



Leu Gly Glu Gly lie His Glu Pro Gly Gly Pro Arg Arg Gly Asn Ser 
225 230 235 240 



Thr Asn Arg Arg Val Arg Leu Lys Asn Pro Phe Tyr Pro Leu Thr Gin 
245 250 255 



Glu Ser Tyr Gly Ala Tyr Ala Val Met Cys Leu Ser Val Val lie Phe 

260 265 270 



Gly Thr Gly lie lie Gly Asn Leu Ala Val Met Cys lie Val Cys His 

275 280 285 



Asn Tyr Tyr Met Arg Ser lie Ser Asn Ser Leu Leu Ala Asn Leu Ala 

290 295 300 



Phe Trp Asp Phe Leu lie lie Phe Phe Cys Leu Pro Leu Val lie Phe 
305 310 315 320 



His Glu Leu Thr Lys Lys Trp Leu Leu Glu Asp Phe Ser Cys Lys lie 
325 330 335 
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Val Pro Tyr lie Glu Val Ala Ser Leu Gly Val Thr Thr Phe Thr Arg 
340 345 350 



Cys Ala Leu Cys lie Asp Arg Phe Arg Ala Ala Thr Asn Val Gin Met 

355 360 365 



Tyr Tyr Glu Met lie Glu Asn Cys Ser Ser Thr Thr Ala Lys Leu Ala 
370 375 380 



Val lie Trp Val Gly Ala Leu Leu Leu Ala Leu Pro Glu Val Val Leu 
385 390 395 400 



Arg Gin Leu Ser Lys Glu Asp Leu Gly Phe Ser Gly Arg Ala Pro Ala 
405 410 415 



Glu Arg Cys lie lie Lys lie Ser Pro Asp Leu Pro Asp Thr lie Tyr 
420 425 430 



Val Leu Ala Leu Thr Tyr Asp Ser Ala Arg Leu Trp Trp Tyr Phe Gly 
435 440 445 



Cys Tyr Phe Cys Leu Pro Thr Leu Phe Thr lie Thr Cys Ser Leu Val 
450 455 460 



Thr Ala Arg Lys lie Arg Lys Ala Glu Lys Ala Cys Thr Arg Gly Asn 
465 470 475 480 



Lys Arg Gin lie Gin Leu Glu Ser Gin Met Asn Cys Thr Val Val Ala 
485 490 495 



Leu Thr lie Leu Tyr Gly Phe Cys lie lie Pro Glu Asn lie Cys Asn 
500 505 510 



lie Val Thr Ala Tyr Met Ala Thr Gly Val Ser Gin Gin Thr Met Asp 
515 520 525 



Leu Leu Asn lie lie Ser Gin Phe Leu Leu Phe Phe Lys Ser Cys Val 
530 535 540 



Thr Pro Val Leu Leu Phe Cys Leu Cys Lys Pro Phe Ser Arg Ala Phe 
545 550 555 560 



Met Glu Cys Cys Cys Cys Cys Cys Glu Glu Cys lie Gin Lys Ser Ser 



71 



565 



570 



575 



Thr Val Thr Ser Asp Asp Asn Asp Asn Glu Tyr Thr Thr Glu Leu Glu 
580 585 590 

Leu Ser Pro Phe Ser Thr lie Arg Arg Glu Met Ser Thr Phe Ala Ser 
595 600 605 

Val Gly Thr His Cys 
610 

<210> 76 
<211> 1842 
<212> DNA 



<213> Homo sapiens 
□ <400> 76 



2 


















aaggtgtctg 










aacttgtctg 




m 
















- 


aattctgcaa 


gagacgttct 


gcgagcccga 


gcacccaggg 


aggagcaggg 


ggcagcgttt 






cttgcgggac 


cctcctggga 


cctgccggcg 


gccccgggcc 


gtgacccggc 


tgcaggcaga 


300 




ggggcggagg 


cgtcggcagc 


cggacccccg 


ggacctccaa 


ccaggccacc 


tggcccctgg 


360 




aggtggaaag 


gtgctcgggg 


tcaggagcct 


tctgaaactt 


tggggagagg 


gaaccccacg 


420 


re 


gccctccagc 


tcttccttca 


gatctcagag 


gaggaagaga 


agggtcccag 


aggcgctggc 


480 




atttccgggc 


gtagccagga 


gcagagtgtg 


aagacagtcc 


ccggagccag 


cgatcttttt 


540 




tactggccaa 


ggagagccgg 


gaaactccag 


ggttcccacc 


acaagcccct 


gtccaagacg 


600 




gccaatggac 


tggcggggca 


cgaagggtgg 


acaattgcac 


tcccgggccg 


ggcgctggcc 


660 




cagaatggat 


ccttgggtga 


aggaatccat 


gagcctgggg 


gtccccgccg 


gggaaacagc 


720 




acgaaccggc 


gtgtgagact 


gaagaacccc 


ttctacccgc 


tgacccagga 


gtcctatgga 


780 




gcctacgcgg 


tcatgtgtct 


gtccgtggtg 


atcttcggga 


ccggcatcat 


tggcaacctg 


840 




gcggtgatgt 


gcatcgtgtg 


ccacaactac 


tacatgcgga 


gcatctccaa 


ctccctcttg 


900 




gccaacctgg 


ccttctggga 


ctttctcatc 


atcttcttct 


gccttccgct 


ggtcatcttc 


960 




cacgagctga 


ccaagaagtg 


gctgctggag 


gacttctcct 


gcaagatcgt 


gccctatata 


1020 




gaggtcgctt 


ctctgggagt 


caccaccttc 


accttatgtg 


ctctgtgcat 


agaccgcttc 


1080 



72 



cgtgctgcca 


ccaacgtaca 


gatgtactac 


gaaatgatcg 


aaaactgttc 


ctcaacaact 


1140 


gccaaacttg 


ctgttatatg 


ggtgggagct 


ctattgttag 


cacttccaga 


agttgttctc 


1200 


cgccagctga 


gcaaggagga 


tttggggttt 


agtggccgag 


ctccggcaga 


aaggtgcatt 


1260 


attaagatct 


ctcctgattt 


accagacacc 


atctatgttc 


tagccctcac 


ctacgacagt 


1320 


gcgagactgt 


ggtggtattt 


tggctgttac 


ttttgtttgc 


ccacgctttt 


caccatcacc 


1380 


tgctctctag 


tgactgcgag 


gaaaatccgc 


aaagcagaga 


aagcctgtac 


ccgagggaat 


1440 


aaacggcaga 


ttcaactaga 


gagtcagatg 


aactgtacag 


tagtggcact 


gaccatttta 


1500 


tatggatttt 


gcattattcc 


tgaaaatatc 


tgcaacattg 


ttactgecta 


catggctaca 


1560 


ggggtttcac 


agcagacaat 


ggacctcctt 


aatatcatca 


gccagttcct 


tttgttcttt 


1620 


aagtcctatg 


tcaccccagt 


cctccttttc 


tgtctctgca 


aacccttcag 


tcgggccttc 


1680 


atggagtgct 


gctgctgttg 


ctgtgaggaa 


tgcattcaga 


agtcttcaac 


ggtgaccagt 


1740 


gatgacaatg 


acaacgagta 


caccacggaa 


ctcgaactct 


cgcctttcag 


taccatacgc 


1800 


cgtgaaatgt 


ccacttttgc 


ttctgtcgga 


act cat t get 


ga 




1842 



' n <210> 77 

S <211> 613 

?JJ <212> PRT 

W <213> Unknown 

O <220> 

ff! <223> Novel Sequence 

<400> 77 



Met Arg Ala Pro Gly Ala Leu Leu Ala Arg Met Ser Arg Leu Leu Leu 
15 10 15 



Leu Leu Leu Leu Lys Val Ser Ala Ser Ser Ala Leu Gly Val Ala Pro 
20 25 30 



Ala Ser Arg Asn Glu Thr Cys Leu Gly Glu Ser Cys Ala Pro Thr Val 



lie Gin Arg Arg Gly Arg Asp Ala Trp Gly Pro Gly Asn Ser Ala Arg 
50 55 " ' 60 



Asp Val Leu Arg Ala Arg Ala Pro Arg Glu Glu Gin Gly Ala Ala Phe 



73 



Leu Ala Gly Pro Ser Trp Asp Leu Pro Ala Ala Pro Gly Arg Asp Pro 
85 90 ' 95 



Ala Ala Gly Arg Gly Ala Glu Ala Ser Ala Ala Gly Pro Pro Gly Pro 
100 105 110 



Pro Thr Arg Pro Pro Gly Pro Trp Arg Trp Lys Gly Ala Arg Gly Gin 
115 120 ' 125 



Glu Pro Ser Glu Thr Leu Gly Arg Gly Asn Pro Thr Ala Leu Gin Leu 
130 135 140 



Phe Leu Gin lie Ser Glu Glu Glu Glu Lys Gly Pro Arg Gly Ala Gly 
145 150 155 160 



lie Ser Gly Arg Ser Gin Glu Gin Ser Val Lys Thr Val Pro Gly Ala 

165 170 175 



Ser Asp Leu Phe Tyr Trp Pro Arg Arg Ala Gly Lys Leu Gin Gly Ser 
180 185 190 



His His Lys Pro Leu Ser Lys Thr Ala Asn Gly Leu Ala Gly His Glu 

195 200 205 



Gly Trp Thr lie Ala Leu Pro Gly Arg Ala Leu Ala Gin Asn Gly Ser 

210 215 220 



Leu Gly Glu Gly lie His Glu Pro Gly Gly Pro Arg Arg Gly Asn Ser 
225 230 235 240 



Thr Asn Arg Arg Val Arg Leu Lys Asn Pro Phe Tyr Pro Leu Thr Gin 

245 250 255 



Glu Ser Tyr Gly Ala Tyr Ala Val Met Cys Leu Ser Val Val lie Phe 
260 265 270 



Gly Thr Gly lie lie Gly Asn Leu Ala Val Met Cys lie Val Cys His 
275 280 285 



Asn Tyr Tyr Met Arg Ser lie Ser Asn Ser Leu Leu Ala Asn Leu Ala 
290 295 300 



Phe Trp Asp Phe Leu lie lie Phe Phe Cys Leu Pro Leu Val lie Phe 



74 



305 



310 



315 



320 



His Glu Leu Thr Lys Lys Trp Leu Leu Glu Asp Phe Ser Cys Lys lie 

325 330 335 



Val Pro Tyr lie Glu Val Ala Ser Leu Gly Val Thr Thr Phe Thr Leu 
340 345 350 



Cys Ala Leu Cys lie Asp Arg Phe Arg Ala Ala Thr Asn Val Gin Met 
355 360 365 



Tyr Tyr Glu Met lie Glu Asn Cys Ser Ser Thr Thr Ala Lys Leu Ala 
370 375 380 



Q Val lie Trp Val Gly Ala Leu Leu Leu Ala Leu Pro Glu Val Val Leu 
Q 385 390 395 400 



Arg Gin Leu Ser Lys Glu Asp Leu Gly Phe Ser Gly Arg Ala Pro Ala 
405 410 " 415 



a Glu Arg Cys lie lie Lys lie Ser Pro Asp Leu Pro Asp Thr lie Tyr 

O 420 425 430 

5 

m Val Leu Ala Leu Thr Tyr Asp Ser Ala Arg Leu Trp Trp Tyr Phe Gly 
% 4 35 440 4 45 

i 

Cys Tyr Phe Cys Leu Pro Thr Leu Phe Thr lie Thr Cys Ser Leu Val 
450 455 460 



Thr Ala Arg Lys lie Arg Lys Ala Glu Lys Ala Cys Thr Arg Gly Asn 
465 470 475 480 



Lys Arg Gin lie Gin Leu Glu Ser Gin Met Asn Cys Thr Val Val Ala 
485 490 495 



Leu Thr lie Leu Tyr Gly Phe Cys lie lie Pro Glu Asn lie Cys Asn 

500 505 510 



He Val Thr Ala Tyr Met Ala Thr Gly Val Ser Gin Gin Thr Met Asp 
515 520 525 



Leu Leu Asn He He Ser Gin Phe Leu Leu Phe Phe Lys Ser Tyr Val 
530 535 540 



75 



Thr Pro Val Leu Leu Phe Cys Leu Cys Lys Pro Phe Ser Arg Ala Phe 
545 550 555 560 



Met Glu Cys Cys Cys Cys Cys Cys Glu Glu Cys He Gin Lys Ser Ser 
565 570 575 



Thr Val Thr Ser Asp Asp Asn Asp Asn Glu Tyr Thr Thr Glu Leu Glu 
580 585 590 



Leu Ser Pro Phe Ser Thr He Arg Arg Glu Met Ser Thr Phe Ala Ser 
595 600 605 



Val Gly Thr His Cys 
610 



<210> 78 

<211> 1086 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 



atgtcccctg 


aatgcgcgcg 


ggcagcgggc 


gacgcgccct 


tgcgcagcct 


ggagcaagcc 


60 


aaccgcaccc 


gctttccctt 


cttctccgac 


gtcaagggcg 


accaccggct 


ggtgctggcc 


120 


gcggtggaga 


caaccgtgct 


ggtgctcatc 


tttgcagtgt 


cgctgctggg 


caacgtgtgc 


180 


gccctggtgc 


tggtggcgcg 


ccgacgacgc 


cgcggcgcga 


ctgcctgcct 


ggtactcaac 


240 


ctcttctgcg 


cggacctgct 


cttcatcagc 


gctatccctc 


tggtgctggc 


cgtgcgctgg 


300 


actgaggcct 


ggctgctggg 


ccccgttgcc 


tgccacctgc 


tcttctacgt 


gatgaccctg 


360 


agcggcagcg 


tcaccatcct 


cacgctggcc 


gcggtcagcc 


tggagcgcat 


ggtgtgcatc 


420 


gtgcacctgc 


agcgcggcgt 


gcggggtcct 


gggcggcggg 


cgcgggcagt 


gctgctggcg 


480 


ctcatctggg 


gctattcggc 


ggtcgccgct 


ctgcctctct 


gcgtcttctt 


tcgagtcgtc 


540 


ccgcaacggc 


tccccggcgc 


cgaccaggaa 


atttcgattt 


gcacactgat 


ttggcccacc 


600 


attcctggag 


agatctcgtg 


ggatgtctct 


tttgttactt 


tgaacttctt 


ggtgccagga 


660 


ctggtcattg 


tgatcagtta 


ctccaaaatt 


ttacagatca 


caaaggcatc 


aaggaagagg 


720 


ctcacggtaa 


gcctggccta 


ctcggagagc 


caccagatcc 


gcgtgtccca 


gcaggacttc 


780 



76 



cggctcttcc gcaccctctt cctcctcatg gtctccttct tcatcatgtg gagccccatc 840 

ttcatcacca tcctcctcat cctgatccag aacttcaagc aagacctggt catctggccg 900 

tccctcttct tctgggtggt ggccttcaca tttgctaatt cagccctaaa ccccatcctc 960 

tacaacatga cactgtgcag gaatgagtgg aagaaaattt tttgctgctt ctggttccca 1020 

gaaaagggag ccattttaac agacacatct gtcaaaagaa atgacttgtc gattatttct 1080 

ggctaa 1086 

<210> 79 

<211> 361 

<212> PRT 

<213> Unknown 

<220> 

<223> Novel Sequence 
<400> 79 

Met Ser Pro Glu Cys Ala Arg Ala Ala Gly Asp Ala Pro Leu Arg Ser 
1 5 10 15 

Leu Glu Gin Ala Asn Arg Thr Arg Phe Pro Phe Phe Ser Asp Val Lys 



Gly Asp His Arg Leu Val Leu Ala Ala Val Glu Thr Thr Val Leu Val 
35 40 45 



Leu lie Phe Ala Val Ser Leu Leu Gly Asn Val Cys Ala Leu Val Leu 



Val Ala Arg Arg Arg Arg Arg Gly Ala Thr Ala Cys Leu Val Leu Asn 



Leu Phe Cys Ala Asp Leu Leu Phe lie Ser Ala lie Pro Leu Val Leu 
85 90 95 



Ala Val Arg Trp Thr Glu Ala Trp Leu Leu Gly Pro Val Ala Cys Hi 
100 105 110 



Leu Leu Phe Tyr Val Met Thr Leu Ser Gly Ser Val Thr lie Leu Thr 
115 120 125 



Leu Ala Ala Val Ser Leu Glu Arg Met Val Cys lie Val His Leu Gin 
130 135 140 



77 



Arg Gly Val Arg Gly Pro Gly Arg Arg Ala Arg Ala Val Leu Leu Ala 
145 150 155 160 



Leu lie Trp Gly Tyr Ser Ala Val Ala Ala Leu Pro Leu Cys Val Phe 
165 170 175 



Phe Arg Val Val Pro Gin Arg Leu Pro Gly Ala Asp Gin Glu lie Ser 
180 185 " 190 



lie Cys Thr Leu lie Trp Pro Thr lie Pro Gly Glu lie Ser Trp Asp 
195 200 " 205 



Val Ser Phe Val Thr Leu Asn Phe Leu Val Pro Gly Leu Val lie Val 
210 215 220 



lie Ser Tyr Ser Lys lie Leu Gin lie Thr Lys Ala Ser Arg Lys Arg 
225 230 235 " 240 



Leu Thr Val Ser Leu Ala Tyr Ser Glu Ser His Gin lie Arg Val Ser 
245 250 255 



Gin Gin Asp Phe Arg Leu Phe Arg Thr Leu Phe Leu Leu Met Val Ser 

260 265 270 



Phe Phe lie Met Trp Ser Pro lie Phe He Thr He Leu Leu He Leu 
275 280 285 



He Gin Asn Phe Lys Gin Asp Leu Val He Trp Pro Ser Leu Phe Phe 
290 295 300 



Trp Val Val Ala Phe Thr Phe Ala Asn Ser Ala Leu Asn Pro He Leu 
305 310 315 320 



Tyr Asn Met Thr Leu Cys Arg Asn Glu Trp Lys Lys He Phe Cys Cys 
325 330 ~ 335 



Phe Trp Phe Pro Glu Lys Gly Ala He Leu Thr Asp Thr Ser Val Lys 
340 345 350 



Arg Asn Asp Leu Ser He He Ser Gly 
355 360 



78 



,. 

m 
m 
a 



<210> 80 

<211> 1086 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 



atgtcccctg 


aatgcgcgcg 


ggcagcgggc 


gacgcgccct 


tgcgcagcct 


ggagcaagcc 


60 


aaccgcaccc 


gctttccctt 


cttctccgac 


gtcaagggcg 


accaccggct 


ggtgctggcc 


120 


gcggtggaga 


caaccgtgct 


ggtgctcatc 


tttgcagtgt 


cgctgctggg 


caacgtgtgc 


180 


gccctggtgc 


tggtggcgcg 


ccgacgacgc 


cgcggcgcga 


ctgcctgcct 


ggtactcaac 


240 


ctcttctgcg 


cggacctgct 


cttcatcagc 


gctatccctc 


tggtgctggc 


cgtgcgctgg 


300 


actgaggcct 


ggctgctggg 


ccccgttgcc 


tgccacctgc 


tcttctacgt 


gatgaccctg 


360 


agcggcagcg 


tcaccatcct 


cacgctggcc 


gcggtcagcc 


tgaatcgcat 


ggtgtgcatc 


420 


gtgcacctgc 


agcgcggcgt 


gcggggtcct 


gggcggcggg 


cgcgggcagt 


gctgctggcg 


480 


ctcatctggg 


gctattcggc 


ggtcgccgct 


ctgcctctct 


gcgtcttctt 


tcgagtcgtc 


540 


ccgcaacggc 


tccccggcgc 


cgaccaggaa 


atttcgattt 


gcacactgat 


ttggcccacc 


600 


attcctggag 


agatctcgtg 


ggatgtctct 


tttgttactt 


tgaacttctt 


ggtgccagga. 


660 


ctggtcattg 


tgatcagtta 


ctccaaaatt 


ttacagatca 


caaaggcatc 


aaggaagagg 


720 


ctcacggtaa 


gcctggccta 


ctcggagagc 


caccagatcc 


gcgtgtccca 


gcaggacttc 


780 


cggctcttcc 


gcaccctctt 


cctcctcatg 


gtctccttct 


tcatcatgtg 


gagccccatc 


840 


atcatcacca 


tcctcctcat 


cctgatccag 


aacttcaagc 


aagacctggt 


catctggccg 


900 


tccctcttct 


tctgggtggt 


ggccttcaca 


tttgctaatt 


cagccctaaa 


ccccatcctc 


960 


tacaacatga 


cactgtgcag 


gaatgagtgg 


aagaaaattt 


tttgctgctt 


ctggttccca 


1020 


gaaaagggag 


ccattttaac 


agacacatct 


gtcaaaagaa 


atgacttgtc 


gattatttct 


1080 


ggctaa 












1086 



<210> 81 

<211> 361 

<212> PRT 

<213> Unknown 

<220> 

<223> Novel Sequence 



79 



<400> 81 



Met Ser Pro Glu Cys Ala Arg Ala Ala Gly Asp Ala Pro Leu Arg Ser 
15 10 15 



Leu Glu Gin Ala Asn Arg Thr Arg Phe Pro Phe Phe Ser Asp Val Lys 
20 25 30 



Gly Asp His Arg Leu Val Leu Ala Ala Val Glu Thr Thr Val Leu Val 
35 40 45 



Leu lie Phe Ala Val Ser Leu Leu Gly Asn Val Cys Ala Leu Val Leu 



Val Ala Arg Arg Arg Arg Arg Gly Ala Thr Ala Cys Leu Val Leu Asn 



Leu Phe Cys Ala Asp Leu Leu Phe lie Ser Ala He Pro Leu Val Leu 
85 90 95 



Ala Val Arg Trp Thr Glu Ala Trp Leu Leu Gly Pro Val Ala Cys His 
100 105 110 



Leu Leu Phe Tyr Val Met Thr Leu Ser Gly Ser Val Thr He Leu Thr 
115 120 125 



Leu Ala Ala Val Ser Leu Asn Arg Met Val Cys He Val His Leu Gin 
130 135 140 



Arg Gly Val Arg Gly Pro Gly Arg Arg Ala Arg Ala Val Leu Leu Ala 
145 150 155 160 



Leu He Trp Gly Tyr Ser Ala Val Ala Ala Leu Pro Leu Cys Val Phe 
165 170 175 



Phe Arg Val Val Pro Gin Arg Leu Pro Gly Ala Asp Gin Glu He Ser 
180 185 190 



He Cys Thr Leu He Trp Pro Thr He Pro Gly Glu He Ser Trp Asp 
195 200 205 



Val Ser Phe Val Thr Leu Asn Phe Leu Val Pro Gly Leu Val He Val 
210 215 220 



80 



lie Ser Tyr Ser Lys lie Leu Gin lie Thr Lys Ala Ser Arg Lys Arg 

225 230 235 " 240 



Leu Thr Val Ser Leu Ala Tyr Ser Glu Ser His Gin lie Arg Val Ser 
245 250 255 



Gin Gin Asp Phe Arg Leu Phe Arg Thr Leu Phe Leu Leu Met Val Ser 
260 265 270 



Phe Phe lie Met Trp Ser Pro lie lie He Thr He Leu Leu He Leu 
275 280 285 



He Gin Asn Phe Lys Gin Asp Leu Val He Trp Pro Ser Leu Phe Phe 
290 295 300 



Trp Val Val Ala Phe Thr Phe Ala Asn Ser Ala Leu Asn Pro He Leu 
305 310 315 320 



Tyr Asn Met Thr Leu Cys Arg Asn Glu Trp Lys Lys He Phe Cys Cys 
325 330 335 



Phe Trp Phe Pro Glu Lys Gly Ala He Leu Thr Asp Thr Ser Val Lys 
340 345 ^ 350 



Arg Asn Asp Leu Ser He He Ser Gly 

355 360 



<210> 82 

<211> 1212 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 
<400> 82 

atggcttgca atggcagtgc ggccaggggg cactttgacc ctgaggactt gaacctgact 60 

gacgaggcac tgagactcaa gtacctgggg ccccagcaga cagagctgtt catgcccatc 120 

tgtgccacat acctgctgat cttcgtggtg ggcgctgtgg gcaatgggct gacctgtctg 180 

gtcatcctgc gccacaaggc catgcgcacg cctaccaact actacctctt cagcctggcc 240 

gtgtcggacc tgctggtgct gctggtgggc ctgcccctgg agctctatga gatgtggcac 300 

aactacccct tcctgctggg cgttggtggc tgctatttcc gcacgctact gtttgagatg 360 



81 



gtctgcctgg 


cctcagtgct 


caacgtcact 


gccctgagcg 


tggaacgcta 


tgtggccgtg 


420 


gtgcacccac 


tccaggccag 


gtccatggtg 


acgcgggccc 


atgtgcgccg 


agtgcttggg 


480 


gccgtctggg 


gtcttgccat 


gctctgctcc 


ctgcccaaca 


ccagcctgca 


cggcatccgg 


540 


cagctgcacg 


tgccctgccg 


gggcccagtg 


ccagactcag 


ctgtttgcat 


gctggtccgc 


600 


ccacgggccc 


tctacaacat 


ggtagtgcag 


accaccgcgc 


tgctcttctt 


ctgcctgccc 


660 


atggccatca 


tgagcgtgct 


ctacctgctc 


attgggctgc 


gactgcggcg 


ggagaggctg 


720 


ctgctcatgc 


aggaggccaa 


gggcaggggc 


tctgcagcag 


ccaggtccag 


atacacctgc 


780 


aggctccagc 


agcacgatcg 


gggccggaga 


caagtgaaaa 


agatgctgtt 


tgtcctggtc 


840 


gtggtgtttg 


gcatctgctg 


ggccccgttc 


cacgccgacc 


gcgtcatgtg 


gagcgtcgtg 


900 


tcacagtgga 


cagatggcct 


gcacctggcc 


ttccagcacg 


tgcacgtcat 


ctccggcatc 


960 


ttcttctacc 


tgggctcggc 


ggccaacccc 


gtgctctata 


gcctcatgtc 


cagccgcttc 


1020 


cgagagacct 


tccaggaggc 


cctgtgcctc 


ggggcctgct 


gccatcgcct 


cagaccccgc 


1080 


cacagctccc 


acagcctcag 


caggatgacc 


acaggcagca 


ccctgtgtga 


tgtgggctcc 


1140 


ctgggcagct 


gggtccaccc 


cctggctggg 


aacgatggcc 


cagaggcgca 


gcaagagacc 


1200 


gatccatcct 


ga 










1212 



m 
m 



if <210> 83 

P <211> 403 

S <212> PRT 

R| <213> Unknown 

<220> 

<223> Novel Sequence 

<400> 83 

Met Ala Cys Asn Gly Ser Ala Ala Arg Gly His Phe Asp Pro Glu Asp 



Leu Asn Leu Thr Asp Glu Ala Leu Arg Leu Lys Tyr Leu Gly Pro Gin 
20 25 30 



Gin Thr Glu Leu Phe Met Pro He Cys Ala Thr Tyr Leu Leu He Phe 
35 40 45 



Val Val Gly Ala Val Gly Asn Gly Leu Thr Cys Leu Val He Leu Arg 



82 



His Lys Ala Met Arg Thr Pro Thr Asn Tyr Tyr Leu Phe Ser Leu Ala 
65 70 75 80 



Val Ser Asp Leu Leu Val Leu Leu Val Gly Leu Pro Leu Glu Leu Tyr 



Glu Met Trp His Asn Tyr Pro Phe Leu Leu Gly Val Gly Gly Cys Tyr 
100 105 110 



Phe Arg Thr Leu Leu Phe Glu Met Val Cys Leu Ala Ser Val Leu Asn 
115 120 125 



Val Thr Ala Leu Ser Val Glu Arg Tyr Val Ala Val Val His Pro Leu 
130 135 140 



Gin Ala Arg Ser Met Val Thr Arg Ala His Val Arg Arg Val Leu Gly 
145 150 155 160 



Ala Val Trp Gly Leu Ala Met Leu Cys Ser Leu Pro Asn Thr Ser Leu 
165 170 175 



His Gly lie Arg Gin Leu His Val Pro Cys Arg Gly Pro Val Pro Asp 
180 185 190 



Ser Ala Val Cys Met Leu Val Arg Pro Arg Ala Leu Tyr Asn Met Val 

195 200 205 



Val Gin Thr Thr Ala Leu Leu Phe Phe Cys Leu Pro Met Ala He Met 

210 215 220 



Ser Val Leu Tyr Leu Leu He Gly Leu Arg Leu Arg Arg Glu Arg Leu 

225 230 235 ' 240 



Leu Leu Met Gin Glu Ala Lys Gly Arg Gly Ser Ala Ala Ala Arg Ser 

245 250 255 



Arg Tyr Thr Cys Arg Leu Gin Gin His Asp Arg Gly Arg Arg Gin Val 

260 265 270 



Lys Lys Met Leu Phe Val Leu Val Val Val Phe Gly He Cys Trp Ala 
275 280 285 



83 



Pro Phe His Ala Asp Arg Val Met Trp Ser Val Val Ser Gin Trp Thr 
290 295 300 



Asp Gly Leu His Leu Ala Phe Gin His Val His Val lie Ser Gly lie 
305 " 310 315 320 



Phe Phe Tyr Leu Gly Ser Ala Ala Asn Pro Val Leu Tyr Ser Leu Met 
325 330 335 



Ser Ser Arg Phe Arg Glu Thr Phe Gin Glu Ala Leu Cys Leu Gly Ala 
340 345 350 



Cys Cys His Arg Leu Arg Pro Arg His Ser Ser His Ser Leu Ser Arg 
355 360 365 



yL Met Thr Thr Gly Ser Thr Leu Cys Asp Val Gly Ser Leu Gly Ser Trp 



P 



m 
m 
o 



370 375 380 



; V5 ? Val His Pro Leu Ala Gly Asn Asp Gly Pro Glu Ala Gin Gin Glu Thr 
W 385 390 395 400 



Asp Pro Ser 



<210> 84 

<211> 930 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 84 



atgaatggca 


cctacaacac 


ctgtggctcc 


agcgacctca 


cctggccccc 


agcgatcaag 


60 


ctgggcttct 


acgcctactt 


gggcgtcctg 


ctggtgctag 


gcctgctgct 


caacagcctg 


120 


gcgctctggg 


tgttctgctg 


ccgcatgcag 


cagtggacgg 


agacccgcat 


ctacatgacc 


180 


aacctggcgg 


tggccgacct 


ctgcctgctg 


tgcaccttgc 


ccttcgtgct 


gcactccctg 


240 


cgagacacct 


cagacacgcc 


gctgtgccag 


ctctcccagg 


gcatctacct 


gaccaacagg 


300 


tacatgagca 


tcagcctggt 


cacggccatc 


gccgtggacc 


gctatgtggc 


cgtgcggcac 


360 


ccgctgcgtg 


cccgcgggct 


gcggtccccc 


aggcaggctg 


cggccgtgtg 


cgcggtcctc 


420 


tgggtgctgg 


tcatcggctc 


cctggtggct 


cgctggctcc 


tggggattca 


ggagggcggc 


480 



84 



ttctgcttca 


ggagcacccg 


gcacaatttc 


aactccatgc 


ggttcccgct 


gctgggattc 


540 


tacctgcccc 


tggccgtggt 


ggtcttctgc 


tccctgaagg 


tggtgactgc 


cctggcccag 


600 


aggccaccca 


ccgacgtggg 


gcaggcagag 


gccacccgca 


aggctaaacg 


catggtctgg 


660 


gccaacctcc 


tggtgttcgt 


ggtctgcttc 


ctgcccctgc 


acgtggggct 


gacagtgcgc 


720 


ctcgcagtgg 


gctggaacgc 


ctgtgccctc 


ctggagacga 


tccgtcgcgc 


cctgtacata 


780 


accagcaagc 


tctcagatgc 


caactgctgc 


ctggacgcca 


tctgctacta 


ctacatggcc 


840 


aaggagttcc 


aggaggcgtc 


tgcactggcc 


gtggctcccc 


gtgctaaggc 


ccacaaaagc 


900 


caggactctc 


tgtgcgtgac 


cctcgcctaa 








930 



<210> 85 

<211> 309 

<212> PRT 

<213> Unknown 

<220> 

<223> Novel Sequence 



Met Asn Gly Thr Tyr Asn Thr Cys Gly Ser Ser Asp Leu Thr Trp Pro 
1 ' 5 10 15 



Pro Ala lie Lys Leu Gly Phe Tyr Ala Tyr Leu Gly Val Leu Leu Val 



Leu Gly Leu Leu Leu Asn Ser Leu Ala Leu Trp Val Phe Cys Cys Arg 
35 40 45 



Met Gin Gin Trp Thr Glu Thr Arg lie Tyr Met Thr Asn Leu Ala Val 



Ala Asp Leu Cys Leu Leu Cys Thr Leu Pro Phe Val Leu His Ser Leu 
65 70 75 80 



Arg Asp Thr Ser Asp Thr Pro Leu Cys Gin Leu Ser Gin Gly lie Tyr 
85 90 95 



Leu Thr Asn Arg Tyr Met Ser lie Ser Leu Val Thr Ala lie Ala Val 
100 105 110 



Asp Arg Tyr Val Ala Val Arg His Pro Leu Arg Ala Arg Gly Leu Arg 
115 120 125 



85 



Ser Pro Arg Gin Ala Ala Ala Val Cys Ala Val Leu Trp Val Leu Val 
130 135 140 



lie Gly Ser Leu Val Ala Arg Trp Leu Leu Gly lie Gin Glu Gly Gly 
145 150 ~ 155 160 



Phe Cys Phe Arg Ser Thr Arg His Asn Phe Asn Ser Met Arg Phe Pro 
165 170 175 



Leu Leu Gly Phe Tyr Leu Pro Leu Ala Val Val Val Phe Cys Ser Leu 
180 185 190 



Lys Val Val Thr Ala Leu Ala Gin Arg Pro Pro Thr Asp Val Gly Gin 
195 200 205 



Ala Glu Ala Thr Arg Lys Ala Lys Arg Met Val Trp Ala Asn Leu Leu 
210 215 220 



Val Phe Val Val Cys Phe Leu Pro Leu His Val Gly Leu Thr Val Arg 
225 230 235 " 240 



Leu Ala Val Gly Trp Asn Ala Cys Ala Leu Leu Glu Thr lie Arg Arg 
245 250 255 



Ala Leu Tyr lie Thr Ser Lys Leu Ser Asp Ala Asn Cys Cys Leu Asp 
260 265 270 



Ala lie Cys Tyr Tyr Tyr Met Ala Lys Glu Phe Gin Glu Ala Ser Ala 
275 280 285 



Leu Ala Val Ala Pro Arg Ala Lys Ala His Lys Ser Gin Asp Ser Leu 
290 295 300 



Cys Val Thr Leu Ala 
305 



<210> 86 

<211> 1446 

<212> DNA 

<213> Unknown 



<220> 

<223> Novel Sequence 



<400> 86 

atgcggtggc tgtggcccct ggctgtctct 
agggtctctg ggggtgcccc cctgcacctg 
cagagccgat ccaagagggg caccgaggat 
cctgaggagt gggcggagta cccccggccc 
cccttggtgg ccaccagccc taaccccgac 
gaactgaggg gcaatctgac aggggcacca 
tatccggtga ccgagagctc ctacagtgcc 
tttgcggtgg gcattgtggg caacctgtcg 
ctgaagagcg cctggaactc catccttgcc 
lT tttttctgcc tccctattgt catcttcaac 
:=:f gtttcttgtc gtgccgtgcc cttcatggag 
IJl ctctgtgccc tgggcattga ccgcttccac 
P cccatcgagc ggtgccaatc catcctggcc 

Hi 

acgctggctg tgcctgagct cctgctgtgg 

Q 

'/ ggcaccctgg actcatgcat catgaaaccc 
ctggtgatga cctaccagaa cgcccgcatg 
Cf cccatcctct tcacagtcac ctgccagctg 

n 

aggaagtcag agtgcagggc cagcaagcac 
gtggtgggcc tgaccgtggt ctacgccttc 
gtggtggcct acctctccac cgagctgacc 
aaccagttct ccaccttctt caagggcgcc 
aggccgctgg gccaggcctt cctggactgc 
ggggcttcgg aggcctctgc tgccaatggg 
tcttccatct acttccacaa gcccagggag 
tgctga 

<210> 87 

<211> 481 

<212> PRT 

<213> Unknown 



cttgctgtga ttttggctgt ggggctaagc 60 

ggcaggcaca gagccgagac ccaggagcag 120 

gaggaggcca agggcgtgca gcagtatgtg 180 

attcaccctg ctggcctgca gccaaccaag 240 

aaggatgggg gcaccccaga cagtgggcag 300 

gggcagaggc tacagatcca gaaccccctg 360 

tatgccatca tgcttctggc gctggtggtg 420 

gtcatgtgca tcgtgtggca cagctactac 4 80 

agcctggccc tctgggattt tctggtcctc 540 

gagatcacca agcagaggct actgggtgac 600 

gtctcctctc tgggagtcac gactttcagc 660 

gtggccacca gcaccctgcc caaggtgagg 720 

aagttggctg tcatctgggt gggctccatg 780 

cagctggcac aggagcctgc ccccaccatg 840 

tcagccagcc tgcccgagtc cctgtattca 900 

tggtggtact ttggctgcta cttctgcctg 960 

gtgacatggc gggtgcgagg ccctccaggg 1020 

gagcagtgtg agagccagct caagagcacc 1080 

tgcaccctcc cagagaacgt ctgcaacatc 1140 

cgccagaccc tggacctcct gggcctcatc 1200 

atcaccccag tgctgctcct ttgcatctgc 1260 

tgctgctgct gctgctgtga ggagtgcggc 1320 

tcggacaaca agctcaagac cgaggtgtcc 1380 

tcacccccac tcctgcccct gggcacacct 1440 

1446 



87 



<220> 

<223> Novel Sequence 



<400> 87 

Met Arg Trp Leu Trp Pro Leu Ala Val Ser Leu Ala Val lie Leu Ala 



Val Gly Leu Ser Arg Val Ser Gly Gly Ala Pro Leu His Leu Gly Arg 
20 25 30 



His Arg Ala Glu Thr Gin Glu Gin Gin Ser Arg Ser Lys Arg Gly Thr 
35 40 ' 45 



Glu Asp Glu Glu Ala Lys Gly Val Gin Gin Tyr Val Pro Glu Glu Trp 



Ala Glu Tyr Pro Arg Pro lie His Pro Ala Gly Leu Gin Pro Thr Lys 



Pro Leu Val Ala Thr Ser Pro Asn Pro Asp Lys Asp Gly Gly Thr Pro 
85 90 ' ' 95 



Asp Ser Gly Gin Glu Leu Arg Gly Asn Leu Thr Gly Ala Pro Gly Gin 
100 105 110 



Arg Leu Gin lie Gin Asn Pro Leu Tyr Pro Val Thr Glu Ser Ser Tyr 
115 120 125 



Ser Ala Tyr Ala lie Met Leu Leu Ala Leu Val Val Phe Ala Val Gly 
130 135 140 



lie Val Gly Asn Leu Ser Val Met Cys lie Val Trp His Ser Tyr Tyr 
145 150 155 160 



Leu Lys Ser Ala Trp Asn Ser lie Leu Ala Ser Leu Ala Leu Trp Asp 
165 170 175 



Phe Leu Val Leu Phe Phe Cys Leu Pro lie Val lie Phe Asn Glu lie 
180 185 190 



Thr Lys Gin Arg Leu Leu Gly Asp Val Ser Cys Arg Ala Val Pro Phe 
195 200 " 205 



Met Glu Val Ser Ser Leu Gly Val Thr Thr Phe Ser Leu Cys Ala Leu 
210 215 220 



Gly lie Asp Arg Phe His Val Ala Thr Ser Thr Leu Pro Lys Val Arg 
225 230 235 240 



Pro lie Glu Arg Cys Gin Ser lie Leu Ala Lys Leu Ala Val lie Trp 
245 250 255 



Val Gly Ser Met Thr Leu Ala Val Pro Glu Leu Leu Leu Trp Gin Leu 
260 265 270 



Ala Gin Glu Pro Ala Pro Thr Met Gly Thr Leu Asp Ser Cys He Met 
275 280 285 



Lys Pro Ser Ala Ser Leu Pro Glu Ser Leu Tyr Ser Leu Val Met Thr 
290 295 300 



Tyr Gin Asn Ala Arg Met Trp Trp Tyr Phe Gly Cys Tyr Phe Cys Leu 
305 310 315 320 



Pro He Leu Phe Thr Val Thr Cys Gin Leu Val Thr Trp Arg Val Arg 
325 330 335 



Gly Pro Pro Gly Arg Lys Ser Glu Cys Arg Ala Ser Lys His Glu Gin 
340 345 350 



Cys Glu Ser Gin Leu Lys Ser Thr Val Val Gly Leu Thr Val Val Tyr 
355 360 365 



Ala Phe Cys Thr Leu Pro Glu Asn Val Cys Asn He Val Val Ala Tyr 
370 375 380 



Leu Ser Thr Glu Leu Thr Arg Gin Thr Leu Asp Leu Leu Gly Leu He 

385 390 395 400 



Asn Gin Phe Ser Thr Phe Phe Lys Gly Ala He Thr Pro Val Leu Leu 
405 410 415 



Leu Cys He Cys Arg Pro Leu Gly Gin Ala Phe Leu Asp Cys Cys Cys 
420 425 430 



89 



Cys Cys Cys Cys Glu Glu Cys Gly Gly Ala Ser Glu Ala Ser Ala Ala 
435 440 445 



Asn Gly Ser Asp Asn Lys Leu Lys Thr Glu Val Ser Ser Ser lie Tyr 
450 * 455 460 



Phe His Lys Pro Arg Glu Ser Pro Pro Leu Leu Pro Leu Gly Thr Pro 
465 470 475 480 



Cys 



<210> 88 

<211> 6 

<212> PRT 

<213> Unknown 

<220> 

<22 3> Novel Sequence 

<400> 88 

Thr Leu Glu Ser lie Met 

1 5 



<210> 89 

<211> 5 

<212> PRT 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 89 

Glu Tyr Asn Leu Val 
1 5 



<210> 90 

<211> 5 

<212> PRT 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 90 

Asp Cys Gly Leu Phe 
1 5 



90 



<210> 91 

<211> 34 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 91 

gatcaagctt ccatggcgtg ctgcctgagc gagg 



<210> 92 

<211> 53 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 



gatcggatcc ttagaacagg ccgcagtcct tcaggttcag ctgcaggatg gtg 



<210> 93 

<211> 5 

<212> PRT 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 93 

Gin Tyr Glu Leu Leu 
1 5 



<210> 94 

<211> 5 

<212> PRT 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 94 

Asp Cys Gly Leu Phe 
1 5 



<210> 95 

<211> 1185 

<212> DNA 

<213> Unknown 



91 



<220> 

<223> Novel Sequence 



<400> 95 



atgggctgcc 


tcggcaacag 


taagaccgag 


gaccagcgca 


acgaggagaa 


ggcgcagcgc 


60 


gaggccaaca 


aaaagatcga 


gaagcagctg 


cagaaggaca 


agcaggtcta 


ccgggccacg 


120 


caccgcctgc 


tgctgctggg 


tgctggagag 


tctggcaaaa 


gcaccattgt 


gaagcagatg 


180 


aggatcctac 


atgttaatgg 


gtttaacgga 


gagggcggcg 


aagaggaccc 


gcaggctgca 


240 


aggagcaaca 


gcgatggtga 


gaaggccacc 


aaagtgcagg 


acatcaaaaa 


caacctgaag 


300 


gaggccattg 


aaaccattgt 


ggccgccatg 


agcaacctgg 


tgccccccgt 


ggagctggcc 


360 


aaccctgaga 


accagttcag 


agtggactac 


attctgagcg 


tgatgaacgt 


gccaaacttt 


420 


gacttcccac 


ctgaattcta 


tgagcatgcc 


aaggctctgt 


gggaggatga 


gggagttcgt 


480 


gcctgctacg 


agcgctccaa 


cgagtaccag 


ctgatcgact 


gtgcccagta 


cttcctggac 


540 


aagattgatg 


tgatcaagca 


ggccgactac 


gtgccaagtg 


accaggacct 


gcttcgctgc 


600 


cgcgtcctga 


cctctggaat 


ctttgagacc 


aagttccagg 


tggacaaagt 


caacttccac 


660 


atgttcgatg 


tgggcggcca 


gcgcgatgaa 


cgccgcaagt 


ggatccagtg 


cttcaatgat 


720 


gtgactgcca 


tcatcttcgt 


ggtggccagc 


agcagctaca 


acatggtcat 


ccgggaggac 


780 


aaccagacca 


accgtctgca 


ggaggctctg 


aacctcttca 


agagcatctg 


gaacaacaga 


840 


tggct gcgt a 


ccatctctgt 


gatcctcttc 


ctcaacaagc 


aagatctgct 


tgctgagaag 




gtcctcgctg 


ggaaatcgaa 


gattgaggac 


tactttccag 


agttcgctcg 


ctacaccact 


960 


cctgaggatg 


cgactcccga 


gcccggagag 


gacccacgcg 


tgacccgggc 


caagtacttc 


1020 


atccgggatg 


agtttctgag 


aatcagcact 


gctagtggag 


atggacgtca 


ctactgctac 


1080 


cctcacttta 


cctgcgccgt 


ggacactgag 


aacatccgcc 


gtgtcttcaa 


cgactgccgt 


1140 


gacatcatcc 


agcgcatgca 


tcttcgcgac 


tgcgggctgt 


tttaa 




1185 



<210> 96 

<211> 393 

<212> PRT 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 96 

Met Gly Cys Leu Gly Asn Ser Lys Thr Glu Asp Gin Arg Asn Glu Glu 



92 



5 



10 



15 



Lys Ala Gin Arg Glu Ala Asn Lys Lys lie Glu Lys Gin Leu Gin Lys 
20 25 30 



Asp Lys Gin Val Tyr Arg Ala Thr His Arg Leu Leu Leu Leu Gly Ala 
35 ~ ~ 40 45 



Gly Glu Ser Gly Lys Ser Thr lie Val Lys Gin Met Arg lie Leu His 
50 ' 55 60 

Val Asn Gly Phe Asn Gly Glu Gly Gly Glu Glu Asp Pro Gin Ala Ala 



Arg Ser Asn Ser Asp Gly Glu Lys Ala Thr Lys Val Gin Asp lie Lys 
85 90 95 



Asn Asn Leu Lys Glu Ala He Glu Thr He Val Ala Ala Ser Asn Leu 
100 105 HO 



Val Pro Pro Val Glu Leu Ala Asn Pro Glu Asn Gin Phe Arg Val Asp 
115 120 125 



Tyr He Leu Ser Val Met Asn Val Pro Asn Phe Asp Phe Pro Pro Glu 

130 135 140 

Phe Tyr Glu His Ala Lys Ala Leu Trp Glu Asp Glu Gly Val Arg Ala 

145 150 155 160 



Cys Tyr Glu Arg Ser Asn Glu Tyr Gin Leu He Asp Cys Ala Gin Tyr 
165 170 175 



Phe Leu Asp Lys He Asp Val He Lys Gin Ala Asp Tyr Val Pro Ser 

180 185 190 



Asp Gin Asp Leu Leu Arg Cys Arg Val Leu Thr Ser Gly He Phe Glu 
195 200 205 



Thr Lys Phe Gin Val Asp Lys Val Asn Phe His Met Phe Asp Val Gly 
210 215 220 



Gly Gin Arg Asp Glu Arg Arg Lys Trp He Gin Cys Phe Asn Asp Val 
225 ' ' 230 235 240 



93 



Thr Ala lie He Phe Val Val Ala Ser Ser Ser Tyr Asn Met Val He 
245 250 255 



Arg Glu Asp Asn Gin Thr Asn Arg Leu Gin Glu Ala Leu Asn Leu Phe 
260 265 270 



Lys Ser He Trp Asn Asn Arg Trp Leu Arg Thr He Ser Val He Leu 
275 280 285 



Phe Leu Asn Lys Gin Asp Leu Leu Ala Glu Lys Val Leu Ala Gly Lys 

290 295 300 



Ser Lys He Glu Asp Tyr Phe Pro Glu Phe Ala Arg Tyr Thr Thr Pro 
305 310 315 320 



Glu Asp Ala Thr Pro Glu Pro Gly Glu Asp Pro Arg Val Thr Arg Ala 
325 330 335 



Lys Tyr Phe He Arg Asp Glu Phe Leu Arg He Ser Thr Ala Ser Gly 

34 0 34 5 350 

Asp Gly Arg His Tyr Cys Tyr Pro His Phe Thr Cys Ala Val Asp Thr 

355 360 365 



Glu Asn He Arg Arg Val Phe Asn Asp Cys Arg Asp He He Gin Arg 
370 375 380 



Met His Leu Arg Asp Cys Gly Leu Phe 
385 390 



<210> 97 

<211> 1014 

<212> DNA 

<213> Homo sapiens 

<400> 97 



atgaactcgt 


gggacgcggg 


cctggcgggg 


ctactggtgg 


gcacgatggg 


cgtctcgctg 


60 


ctgtccaacg 


cgctggtgct 


gctctgcctg 


ctgcacagcg 


cggacatccg 


ccgccaggcg 


120 


ccggcgctct 


tcaccctgaa 


cctcacgtgc 


gggaacctgc 


tgtgcaccgt 


ggtcaacatg 


180 


ccgctcacgc 


tggccggcgt 


cgtggcgcag 


cggcagccgg 


cgggcgaccg 


cctgtgccgc 


240 


ctggctgcct 


tcctcgacac 


cttcctggct 


gccaactcca 


tgctcagcat 


ggccgcgctc 


300 



94 



agcatcgacc gctgggtggc cgtggtcttc ccgctgagct accgggccaa gatgccgcct 360 

ccgagatgcg cgctcatcct ggcctacacg tggctgcacg cgctcacctt cccagccgcc 420 

gcgctcgccc tgtcctggct cggcttccac cagctgtacg cctcgtgcac gctgtgcagc 480 

cggcggccgg acgagcgcct gcgcttcgcc gtattcactg gcgccttcca cgctctcagc 54 0 

ttcctgctct ccttcgtcgt gctctgctgc acgtacctca aggtgctcaa ggtggcccgc 600 

ttccattgca agcgcatcga cgtgatcacc atgcagacgc tcgtgctgct ggtggacctg 660 

caccccagtg tgcgggaacg ctgtctggag gagcagaagc ggaggcgaca gcgagccacc 720 

aagaagatca gcaccttcat agggaccttc cttgtgtgct tcgcgcccta tgtgatcacc 780 

aggctagtgg agctcttctc cacggtgccc atcggctccc actggggggt gctgtccaag 840 

^ tgcttggcgt acagcaaggc cgcatccgac ccctttgtgt actccttact gcgacaccag 900 

Q taccgcaaaa gctgcaagga gattctgaac aggctcctgc acagacgctc catccactcc 960 

bf tctggcctca caggcgactc tcacagccag aacattctgc cggtgtctga gtga 1014 

is <210> 98 

^ <211> 3 37 

JL <212> PRT 

W <213> Homo sapiens 

fl <4 00> 98 

q Met Asn Ser Trp Asp Ala Gly Leu Ala Gly Leu Leu Val Gly Thr Met 



Ser Ala Asp He Arg Arg Gin Ala Pro Ala Leu Phe Thr Leu Asn Leu 
35 40 45 

Thr Cys Gly Asn Leu Leu Cys Thr Val Val Asn Met Pro Leu Thr Leu 

50 55 60 

Ala Gly Val Val Ala Gin Arg Gin Pro Ala Gly Asp Arg Leu Cys Arg 

65 70 75 80 

Leu Ala Ala Phe Leu Asp Thr Phe Leu Ala Ala Asn Ser Met Leu Ser 



95 



Met Ala Ala Leu Ser lie Asp Arg Trp Val Ala Val Val Phe Pro Leu 
100 105 110 



Ser Tyr Arg Ala Lys Met Pro Pro Pro Arg Cys Ala Leu He Leu Ala 
115 * 120 ~ '* 125 



Tyr Thr Trp Leu His Ala Leu Thr Phe Pro Ala Ala Ala Leu Ala Leu 
130 135 140 



Ser Trp Leu Gly Phe His Gin Leu Tyr Ala Ser Cys Thr Leu Cys Se. 
145 " 150 155 16 



Arg Arg Pro Asp Glu Arg Leu Arg Phe Ala Val Phe Thr Gly Ala Phe 
165 170 175 



His Ala Leu Ser Phe Leu Leu Ser Phe Val Val Leu Cys Cys Thr Tyr 
180 185 190 



Leu Lys Val Leu Lys Val Ala Arg Phe His Cys Lys Arg He Asp Val 
195 200 205 



He Thr Met Gin Thr Leu Val Leu Leu Val Asp Leu His Pro Ser Val 
210 215 220 



Arg Glu Arg Cys Leu Glu Glu Gin Lys Arg Arg Arg Gin Arg Ala Thr 
225 230 235 ~ 240 



Lys Lys He Ser Thr Phe lie Gly Thr Phe Leu Val Cys Phe Ala Pro 
245 250 255 



Tyr Val He Thr Arg Leu Val Glu Leu Phe Ser Thr Val Pro He Gly 
260 265 270 



Ser His Trp Gly Val Leu Ser Lys Cys Leu Ala Tyr Ser Lys Ala Ala 
275 280 285 



Ser Asp Pro Phe Val Tyr Ser Leu Leu Arg His Gin Tyr Arg Lys Ser 
290 295 300 



Cys Lys Glu He Leu Asn Arg Leu Leu His Arg Arg Ser He His Ser 
305 310 315 320 



Ser Gly Leu Thr Gly Asp Ser His Ser Gin Asn He Leu Pro Val Ser 



96 



325 



330 



335 



Glu 



<210> 99 

<211> 21 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 99 

cgagaaggtg ctcaaggtgg c 



<210> 100 

<211> 30 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 100 

gagaagagct ccactagcct ggtgatcaca 



<210> 101 

<211> 36 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 101 

gaattcatga actcgtggga cgcgggcctg gcgggc 



<210> 102 

<211> 32 

<212> DNA 

<213> Unknown 

<220> 

<223> Novel Sequence 

<400> 102 

ctcgagtcac tcagacaccg gcagaatgtt ct 



32 



97 



